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DESCRIPTION 

LIGAND HAVING AGONISTIC ACTIVITY TO MUTATED RECEPTOR 
Technical Field 

The present invention relates to ligands having agonistic activity to mutant receptors, 
and pharmaceutical compositions comprising the ligands as active ingredients. 

10 Background Art 

In recent years, the causative genes of various diseases have been identified in quick 
succession, and a variety of therapeutic methods for such diseases have been studied and 
established. Of these methods, the most intensively studied are mostly therapeutic methods for 
complementing enzyme gene deficiencies. It has been reported that enzyme replacement 

15 therapy using "Cerezyme" (Genzyme) is effective for patients with Gaucher 's disease, in which 
P-glucocerebrosidase is deficient, and that enzyme replacement therapy using "Aldurazyme" 
(Genzyme) is effective for patients with mucopolysaccharidosis, in which a-L-iduronidase is 
deficient. Previously attempted gene therapies include introducing the adenosine deaminase 
(ADA) gene to patients with ADA deficiency, and introducing the coagulation factor IX gene to 

20 patients with hemophilia B. In addition to enzyme deficiencies, a large number of genetic 
diseases are known, such as genetic diseases of cytokines and their receptors. Some patients 
with type II diabetes mellitus, which accounts for approximately 90% of diabetes mellitus cases, 
have been reported to have insulin receptor deletions or mutations. Such deletions and 
mutations are assumed to cause the disease. Furthermore, some patients with 

25 thrombocytopenia have been reported to have thrombopoietin receptor deletions and mutations, 
and the failure of TPO signaling can be thought to cause the disease. To date, no fundamental 
therapeutic methods have been available for such genetic diseases, and the establishment of such 
therapeutic methods is expected. 

Congenital amegakaryocytic thrombocytopenia (CAMT) is a rare disorder that causes 

30 thrombocytopenia in infancy and pancytopenia in later childhood. It has been revealed that 
TPO, a thrombopoietic growth factor, is present in CAMT patients at a high concentration in sera, 
but that platelets and hematopoietic precursor cells lack TPO responsiveness. Most of these 
patients have been found to carry point mutations in their thrombopoietin receptor (c-MPL) gene. 
It has also been reported that such mutations result in frame shift or insertion of a termination 

35 codon, leading to patients who have a total loss of thrombopoietin receptor function and patients 
who have a homozygous or heterozygous amino acid substitution in the extracellular domain of 
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the receptor (see Non-patent Document 1). Bone marrow transplant is the only currently 
available therapeutic method for treating such patients. 

[Non-patent Document 1] 

5 Matthias Ballmaier, Manuela Germeshausen, Harald Schulze, Klara Cherkaoui, Sabine 

Lang, Annika Gaudig, Stephanie Krukemeier, Martin Eilers, Gabriele Strausz, and Karl Welte, 
"BLOOD", vol. 97, No. 1, pp. 139 (January 1, 2001). 

Disclosure of the Invention 
10 The present invention was achieved in view of the circumstances described above. An 

objective of the present invention is to provide ligands having agonistic activity to mutant 
receptors. 

The present inventors studied intensively to achieve the objective described above. By 
using antibody engineering techniques, the inventors prepared functional antibodies 

15 corresponding to each of the mutations in the causative genes of the diseases described above, 
discovering that these antibodies were useful to treat such diseases. Specifically, the inventors 
succeeded in preparing minibodies, each of which has agonistic activity to a mutant receptor that 
has almost completely lost responsiveness to its natural ligand due to gene mutation (for example, 
a thrombopoietin (TPO) receptor whose responsiveness to TPO is mostly lost), and which can 

20 transduce signals at levels comparable to normal levels when reacted with such a mutant 
receptor. 

Diseases caused by gene mutations can be treated by using such antibodies or modified 
products thereof. Alternatively, such diseases can be treated by gene therapy using genes 
capable of expressing the antibodies or modified products thereof. 
25 CAMT patients, who were previously difficult to treat, can now be treated using ligands 

having agonistic activity, such as the antibodies of the present invention or the genes encoding 
them. 

In addition, the methods of the present invention are applicable to various other diseases 
caused by mutations in genes encoding receptors on cell membranes. Thus, the present 
30 invention can provide new therapeutic methods for these diseases. 

Specifically, the present invention relates to ligands having agonistic activity to mutant 
receptors, more specifically provides: 

[1] a ligand having agonistic activity to a mutant receptor; 
[2] the ligand of [1], where the ligand is an antibody; 
35 [3] the ligand of [1] or [2], where the ligand has greater agonistic activity to the mutant 

receptor than the natural ligand; 
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[4]. the ligand of any one of [1] to [3], where the mutant receptor is a receptor resulting 
from a mutation(s) in the amino acid sequence; 

[5] the ligand of any one of [1] to [4], where the mutant receptor has lost responsiveness 
to the natural ligand; 

5 [6] the ligand of any one of [1] to [5], where the mutant receptor causes a disease; 

[7] the ligand of any one of [1] to [6], where the mutant receptor is a mutant 
thrombopoietin receptor; 

[8] the ligand of [2], where the antibody is a minibody; 
[9] the ligand of [8], where the minibody is a diabody; 
10 [10] a method for transducing a signal to a mutant receptor by binding a ligand; 

[11] the method of [10], where the ligand is an antibody; 

[12] the method of [10] or [11], where the mutant receptor results from an amino acid 
mutation(s); 

[13] the method of any one of [10] to [12], where the mutant receptor has lost 
15 responsiveness to the natural ligand; 

[14] the method of any one of [10] to [13], where the mutant receptor is associated with 
disease onset; 

[15] the method of any one of [10] to [14], where the mutant receptor is a mutant 
thrombopoietin receptor; 

20 [16] a method for treating a disease caused by a mutant receptor, by binding a ligand to 

the mutant receptor; 

[17] the method of [16], where the ligand is an antibody; 

[18] a method of screening for a ligand having agonistic activity to a mutant receptor, 
where the method comprises the steps of, 
25 (a) contacting a test substance with the mutant receptor, 

(b) detecting a signal in the mutant receptor, and 

(c) selecting a ligand having agonistic activity; 

[19] a method of screening for a ligand having agonistic activity to a mutant receptor, 
where the method comprises the steps of, 
30 (a) determining agonistic activity to a normal receptor, 

(b) determining agonistic activity to the mutant receptor, and 

(c) selecting a ligand having greater agonistic activity to the mutant receptor than the 
normal receptor; 

[20] a method of screening for a ligand having agonistic activity to normal and mutant 
35 receptors, where the method comprises the steps of, 

(a) determining agonistic activity to the normal receptor, 
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(b) determining agonistic activity to the mutant receptor, and 

(c) selecting a ligand having agonistic activity to both normal and mutant receptors; 
[21] the method of any one of [18] to [20], where the ligand is an antibody; 

[22] a substance obtained by the method of any one of [18] to [21]; 
5 [23] a therapeutic agent for a disease caused by a mutant receptor, where the agent 

comprises a ligand of the mutant receptor; 

[24] the therapeutic agent of [23], where the ligand is the ligand of any one of [1] to[9]; 
[25] the therapeutic agent of [23], where the ligand is an antibody; 
[26] the therapeutic agent of any one of [23] to [25], where the mutant receptor results 
1 0 from an amino acid mutation(s); 

[27] the therapeutic agent of any one of [23] to [26], where the mutant receptor has lost 
responsiveness to the natural ligand; 

[28] the therapeutic agent of any one of [23] to [27], where the mutant receptor is a 
mutant thrombopoietin receptor; and, 
15 [29] the therapeutic agent of any one of [23] to [28], where the disease is congenital 

amegakaryocytic thrombocytopenia. 

The present invention provides ligands having agonistic activity to mutant receptors. 
Mutant receptors of the present invention are usually receptors that exist at a frequency 
of less than 50%, preferably less than 20%, more preferably less than 10%, and even more 
20 preferably less than 1%. The frequency is generally calculated using randomly selected 
subjects. However, the frequency may vary depending on country, area, sex, and such. 
Therefore, the frequency may also be calculated, for example, within a selected country or area 
such as Japan, the United States, or Europe, or be calculated for one sex. When there are two or 
more mutation sites in a receptor, the frequency may be calculated for multiple mutation sites or 
25 for any one of the mutation sites. Mutant receptors are preferably evaluated using frequency, as 
described above. However, mutant receptors can also be evaluated, for example, by their signal 
transducing ability. Specifically, for example, when two different receptors are present, the one 
with stronger transducing signals upon natural ligand-binding may be used as a non-mutant 
receptor, and the other with weaker transducing signals may be used as a mutant receptor. 
30 Preferred mutant receptors of the present invention include, but are not limited to, 

receptors resulting from amino acid mutations (receptors with mutated amino acid sequences); 
however, any type of mutation is acceptable, as long as the mutated receptor influences 
responsiveness to natural ligands, or the conformation, sugar chain structure, or spatial 
relationship or angles when a receptor exists as a multimer, and so on. Mutations in the amino 
35 acid sequence include amino acid substitutions, deletions, insertions, and additions. The 
receptors of the present invention have preferably lost responsiveness to the natural ligands. 
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Herein, "ligand" refers to a substance that specifically binds to a functional protein. 
The type of ligand is not limited. Such ligands include low-molecular-weight compounds, 
proteins, and peptides. In the present invention, functional proteins are preferably receptors. 
In the present invention, ligands preferably have agonistic activity. The present invention also 
5 provides methods for transducing signals to a mutant receptor by binding a ligand of the present 
invention. Such ligands for use in the methods of the present invention are preferably 
non-natural ligands, and not natural ligands. 

In the present invention, it is preferred to target a mutant receptor whose responsiveness 
to a natural ligand is different from that of a non-mutant receptor. A "mutant receptor whose 

10 responsiveness to a natural ligand is different from that of a non-mutant receptor" refers to a 
mutant receptor that exhibits agonistic activity and signaling activity that differs from the 
activities of the non-mutant receptor when the mutant and non-mutant receptors bind to the same 
natural ligand under the same conditions. In general, agonistic activity and signaling activity in 
mutant receptors is impaired compared with non-mutant receptors (the mutants have lost their 

15 responsiveness to natural ligands). 

The receptors include receptors belonging to the hematopoietic growth factor receptor 
family, the cytokine receptor family, the tyrosine kinase receptor family, the serine/threonine 
kinase receptor family, the TNF receptor family, the G protein-coupled receptor family, the 
GPI-anchored receptor family, the tyrosine phosphatase receptor family, the adhesion factor 

20 family, and the hormone receptor family. There are many documents that describe receptors 
belonging to these receptor families, and their characteristics; for example Cooke BA, King RJB, 
van der Molen HJ Eds. New Comprehensive Biochemistry Vol. 18B "Hormones and their Actions 
Part II" pp. 1-46 (1988) Elsevier Science Publishers BV, New York, USA; Patthy L. (1990) Cell, 
61: 13-14; Ullrich A. et al (1990) Cell, 61: 203-212; Massagul J. (1992) Cell, 69: 1067-1070; 

25 Miyajima A. et al (1992) Annu. Rev. Immunol, 10: 295-331; Taga T. and Kishimoto T. (1992) 
FASEB J., 7: 3387-3396; Fantl WI. et al (1993) Annu. Rev. Biochem., 62: 453-481; Smith CA., 
et al (1994) Cell, 76: 959-962; Flower DR. (1999) Biochim. Biophys. Acta, 1422: 207-234; Cell 
Technology: supplementary vol. Handbook series "Handbook for Adhesion factors" M. 
Miyasaka Ed. (1994) Shujunnsha, Tokyo, Japan, and so on. Specific receptors belonging to the 

30 families listed above include: human and mouse erythropoietin (EPO) receptors, human and 
mouse granulocyte-colony stimulating factor (G-CSF) receptors, human and mouse 
thrombopoietin (TPO) receptors, human and mouse insulin receptors, human and mouse Flt-3 
ligand receptors, human and mouse platelet-derived growth factor (PDGF) receptors, human and 
mouse interferon (IFN)-a and -0 receptors, human and mouse leptin receptors, human and 

35 mouse growth hormone (GH) receptors, human and mouse interleukin (IL)-10 receptors, human 
and mouse insulin-like growth factor (IGF)-I receptors, human and mouse leukemia inhibitory 
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factor (LIF) receptors, and human and mouse ciliary neurotrophic factor (CNTF) receptors 
(hEPOR: Simon, S. et al (1990) Blood 76, 31-35; mEPOR: D' Andrea, AD. Et al (1989) Cell 57, 
277-285; hG-CSFR: Fukunaga, R. et al (1990) Proc. Natl. Acad. Sci. USA. 87, 8702-8706; 
mG-CSFR: Fukunaga, R. et al (1990) Cell 61, 341-350; hTPOR: Vigon, L et al (1992) 89, 

5 5640-5644; mTPOR: Skoda, RC. Et al (1993) 12, 2645-2653; hlnsR: Ullrich, A. et al (1985) 
Nature 313, 756-761; hFlt-3: Small, D. et al (1994) Proc. Natl. Acad. Sci. USA. 91, 459-463; 
hPDGFR: Gronwald, RGK. Et al (1988) Proc. Natl. acad. Sci. USA. 85, 3435-3439; HFN a/(3 
R: Uze, G. et al (1990) Cell 60, 225-234, and Novick, D. et al (1994) Cell 77, 391-400). 

In one embodiment, the mutant receptors of the present invention comprise receptors 

10 associated with disease onset. The phrase "mutant receptors associated with disease onset" 
means that the loss of responsiveness to a natural ligand is part of the reason that disease onset is 
triggered. In the present invention, a mutant receptor is not necessarily the sole factor 
triggering disease onset, and may be a contributing factor. Many reports have been previously 
published describing the association of mutant receptors with disease onset; however, in addition 

15 to previously reported associations, associations of mutant receptors and disease onset can also 
be identified by methods of statistical analysis (for example, correlation analyses). Correlation 
analyses, also called "case control studies", are well known to those skilled in the art (for 
example, Nishimura, Y., 1991, "Statistical analysis of polymorphisms", Saishin Igaku, 
46:909-923; Oka, A. et al, 1990, Hum. Mol. Genetics 8, 2165-2170; Ota, M. et al, 1999, Am. J. 

20 Hum. Genet. 64, 1406-1410; Ozawa, A. et al, 1999, Tissue Antigens 53, 263-268). For 
example, the correlation between a mutant receptor and a disease can be studied by determining 
the frequency of the mutant receptor in patients and in healthy subjects, and examining whether 
the patient population has a higher mutant receptor frequency. Typically, differences in the 
frequency are evaluated using the x-test. X * s obtained by the equation x 2 = I(observed value - 

25 expected value) 2 /expected value. A p value is obtained from the % 2 value thus determined. 
Whether a mutant receptor correlates with a disease can be determined based on this p value. 
For example, when p<0.05, a mutant receptor is considered to correlate with a disease. 

There are many reports on mutant receptors known to be involved in disease onset. 
Such mutant receptors specifically include: mutant thrombopoietin (TPO) receptors, mutant 

30 insulin receptors, mutant erythropoietin receptors, mutant growth hormone receptors, mutant 
common y chain receptors (common receptor of IL-2, IL-4, IL-7, IL-15, and IL-21), mutant 
androgen receptors (Glutamine Repeats and Neurodegenerative Disease: Molecular Aspects 
(2001), 261-267, Oxford University press), mutant receptors for proopiomelanocortin (POMC) 
and melanocortin (Journal of Clinical Endocrinology and Metabolism (2001), 86(4), 1442-1446), 

35 mutant ryanodine receptors (Human Mutation (2000), 15(5), 410-417), mutant 
thyroid-stimulation hormone receptors (Trends in Endocrinology and Metabolism (1998), 9(4), 
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133-140), and mutant thyrotropin receptors (European Journal of Medical Research (1996), 
1(10), 460-464). In the present invention, particularly preferred mutant receptors are mutant 
thrombopoietin receptors. 

Herein, a "natural ligand" refers to a ligand in the body, and is preferably a ligand with 
5 the most influence on non-mutant receptor signaling. Normally, the natural ligands of the 
present invention do not comprise antibodies. 

"Agonistic activity" refers to the activity of inducing a change in a certain physiological 
activity, caused by transducing signals into cells upon the binding of a ligand to a receptor. The 
physiological activity includes, but is not limited to, growth-promoting activity, survival activity, 

10 differentiation activity, transcription activity, membrane transport activity, binding activity, 
proteolytic activity, phosphorylation/dephosphorylation activity, oxidation/reduction activity, 
transfer activity, nucleolytic activity, and dehydration activity. 

In the present invention, any detection indicator may be used to assay physiological 
activities, as long as it can measure quantitative and/or qualitative change. For example, it is 

15 possible to use cell-free assay indicators, cell-based assay indicators, tissue-based assay 
indicators, and in vivo assay indicators. Indicators that can be used in cell-free assays include 
enzymatic reactions and quantitative and/or qualitative changes in proteins, DNAs, or RNAs. 
Such enzymatic reactions include amino acid transfers, sugar transfers, dehydrations, 
dehydrogenations, and substrate cleavages. Alternatively, the followings can be used: protein 

20 phosphorylations, dephosphorylations, dimerizations, multimerizations, catabolisations, 
dissociations and such; and DNA or RNA amplifications, cleavages, and extensions. For 
example, protein phosphorylation downstream of a signal transduction pathway may be used as a 
detection indicator. As indicators in cell-based assays, changes to cell phenotype, for example, 
quantitative and/or qualitative changes in products, changes in proliferation activity, 

25 morphological changes, or changes in cellular properties can be used. Products include 
secretory proteins, surface antigens, intracellular proteins, and mRNAs. Morphological 
changes include changes in process formation and/or process number, changes in cell flatness, 
changes in the degree of elongation/horizontal to vertical ratio, changes in cell size, changes in 
intracellular structure, heterogeneity/homogeneity of cell populations, and changes in cell density. 

30 Such morphological alterations can be observed under a microscope. Cellular properties to be 
used include anchorage dependency, cytokine-dependent responsiveness, hormone dependency, 
drug resistance, cell motility, cell migration activity, pulsatility, and alteration in intracellular 
substances. Cell motility includes cell infiltration activity and cell migration activity. 
Changes in intracellular substances include changes in enzyme activity, mRNA levels, levels of 

35 intracellular signaling molecules such as Ca 2+ and cAMP, and intracellular protein levels. 
Furthermore, changes in the cell proliferation activity induced by receptor stimulation can be 
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used as an indicator. The indicators to be used in tissue-based assays include functional 
changes for the tissue in use. Indicators that can be used for in vivo assays include changes in 
tissue weight, changes in the blood system (for example, changes in the number of hemocytes, 
protein contents, or enzyme activities), changes in electrolyte levels, and changes in the 
5 circulatory system (for example, changes in blood pressure or heart rate). 

The methods for measuring such detection indicators are not particularly limited. For 
example, luminescence, color development, fluorescence, radioactivity, fluorescence polarization 
values, surface plasmon resonance signals, time-resolved fluorescence, mass, absorption 
spectrums, light scattering, and fluorescence resonance energy transfers may be used. These 

10 measurement methods are known to those skilled in the art and may be appropriately selected 
depending on the purpose. For example, absorption spectra can be measured using a 
conventional photometer, plate reader, or such; luminescence can be measured with a 
luminometer or such; and fluorescence can be measured with a fluorometer or such. Mass can 
be determined with a mass spectrometer. Radioactivity can be determined with a measurement 

15 device such as a gamma counter, depending on the type of radiation. Fluorescence polarization 
values can be measured using BEACON (TaKaRa). Surface plasmon resonance signals can be 
obtained using BIACORE. Time-resolved fluorescence, fluorescence resonance energy transfer, 
or such can be measured with ARVO or such. Furthermore, a flow cytometer can also be used 
for measuring. In the present invention, it is possible to use a chimeric receptor comprising an 

20 extracellular domain of a mutant receptor and a cytoplasmic domain of another protein. For 
example, when the cytoplasmic domain of G-CSF receptor, EPO receptor, EGF receptor, or 
thrombopoietin receptor is used, the cell proliferation activity induced by stimulating the 
receptor can be used as a detection indicator. In assays using cell proliferation activity as a 
detection indicator, cell lines that die in the absence of ligands are preferably used to improve 

25 detection sensitivity. Cytokine-dependent cell lines are particularly preferred because they can 
be easily passaged. For example, it is possible to use CTLL-2 cells, which are an 
IL-2-dependent cell line, and 32D cells, FDC-P1 cells, and Ba/F3 cells, which are 
IL-3-dependent cell lines. These cell lines will die two or three day after the start of culture 
when a cytokine such as IL-2 or IL-3 that is essential for cell proliferation, is eliminated from the 

30 culture media. It is preferable to use FDC-P1 cells and Ba/F3 cells that express a chimeric 
receptor comprising the cytoplasmic domain of mouse G-CSF receptor. 

The ligands of the present invention that have agonistic activity are not particularly 
limited, as long as they have agonistic activity to mutant receptors. Such ligands may have 
agonistic activity to both mutant and non-mutant receptors, or may only have agonistic activity 

35 to mutant receptors. When the ligands have agonistic activity to both mutant and non-mutant 
receptors, they may have greater agonistic activity to the non-mutant receptor, or greater 
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agonistic activity to the mutant receptor. Alternatively, the ligands may have comparable 
agonistic activity to the non-mutant and mutant receptors. Nonetheless, when the chief purpose 
is to treat a disease caused by a mutant receptor, it is preferable to use a ligand with greater 
agonistic activity to the mutant receptor than the non-mutant receptor. 
5 The antibodies of the present invention are not particularly limited, as long as they have 

agonistic activity, and mouse antibodies, rat antibodies, rabbit antibodies, sheep antibodies, 
camel antibodies, chimeric antibodies, humanized antibodies, human antibodies, and such can be 
appropriately used. Such antibodies may be polyclonal or monoclonal antibodies. 
Monoclonal antibodies are preferred because they can be stably produced as homogeneous 

10 antibodies. Both polyclonal and monoclonal antibodies can be prepared by methods known to 
those skilled in the art. 

Hybridomas producing monoclonal antibodies can basically be prepared by the 
conventional methods described below. Specifically, immunization is carried out by a 
conventional immunization method, using a desired antigen or cells expressing the desired 

15 antigen as a sensitizing antigen. The prepared immunocytes are fused with known parental 
cells by a conventional cell fusion method. The fused cells are screened for monoclonal 
antibody-producing cells (hybridomas) by conventional screening methods. 

The type of sensitizing antigen to be used is not limited. For example, a full-length 
protein of a receptor of interest, or a partial peptide thereof (for example, an extracellular 

20 domain) can be used. The antigens can be prepared by methods known to those skilled in the 
art; for example, according to methods using baculovirus (for example, see WO 98/46777). 
Hybridomas can be prepared, for example, by the method of Milstein et al (Kohler, G. and 
Milstein, C, Methods Enzymol., 1981, 73, 3-46.). When an antigen has weak immunogenicity, 
the antigen may be conjugated with a large immunogenic molecule such as albumin, to achieve 

25 immunization. In addition, the present invention may use recombinant antibodies, produced by 
gene engineering. The genes encoding the antibodies are cloned from hybridomas, inserted into 
an appropriate vector, and then introduced into a host (see, e.g., Carl, A. K. Borrebaeck, James, 
W. Larrick, Therapeutic Monoclonal Antibodies, Published in the United Kingdom by 
Macmillan Publishers Ltd, 1990). Specifically, using a reverse transcriptase, cDNAs encoding 

30 the variable regions (V regions) of the antibodies are synthesized from the mRNAs of the 
hybridomas. DNAs encoding the variable regions of the antibodies of interest are obtained, and 
ligated with DNAs encoding desired constant regions (C regions) of the antibodies, and these 
constructs are inserted into expression vectors. Alternatively, DNAs encoding the variable 
regions of the antibodies may be inserted into expression vectors comprising the DNAs of the 

35 antibody C regions. Those cDNAs are inserted into expression vectors such that the genes are 
expressed under the regulation of an expression regulatory region, for example, an enhancer and 
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promoter. Host cells are then transformed using the expression vectors, and the antibodies can 
be expressed. The epitopes on the molecules that are recognized by antibodies of the present 
invention are not limited to particular epitopes. The antibodies may recognize any epitope on 
the molecules. Typically, the antibodies recognize epitopes in the extracellular domain. In the 
5 present invention, recombinant antibodies artificially modified to reduce heterologous 
antigenicity against humans can be used. Examples of such recombinant antibodies include 
chimeric antibodies and humanized antibodies. These modified antibodies can be produced 
using known methods. A chimeric antibody comprises heavy chain and light chain variable 
regions of an antibody from a nonhuman mammal such as a mouse, and heavy chain and light 

10 chain constant regions of a human antibody. Such an antibody can be obtained by (1) ligating a 
DNA encoding a variable region of a mouse antibody to a DNA encoding a constant region of a 
human antibody; (2) inserting the resulting construct into an expression vector; and (3) 
introducing the vector into a host for production of the antibody. A humanized antibody, which 
is also called a reshaped human antibody, is obtained by transferring a complementarity 

1 5 determining region (CDR) of an antibody of a nonhuman mammal such as a mouse, to the CDR 
of a human antibody. Conventional genetic recombination techniques for the preparation of 
such antibodies are known. Specifically, a DNA sequence designed to ligate a CDR of a mouse 
antibody with the framework regions (FRs) of a human antibody is synthesized by PCR, using 
several oligonucleotides constructed to comprise overlapping portions at their ends. A 

20 humanized antibody can be obtained by (1) ligating the obtained DNA to a DNA that encodes a 
human antibody constant region; (2) inserting the resulting construct into an expression vector; 
and (3) introducing the vector into a host to produce the antibody (see European Patent 
Application No. EP 239,400, and International Patent Application No. WO 96/02576). Human 
antibody FRs ligated via the CDR are selected where the CDR forms a favorable antigen-binding 

25 site. As necessary, amino acids in the framework region of an antibody variable region may be 
substituted such that the CDR of a reshaped human antibody forms an appropriate 
antigen-binding site (Sato, K. et aL, Cancer Res. (1993) 53, 851-856). Methods for obtaining 
human antibodies are also known. For example, desired human antibodies with 
antigen-binding activity can be obtained by (1) sensitizing human lymphocytes with antigens of 

30 interest or cells expressing antigens of interest in vitro; and (2) fusing the sensitized lymphocytes 
with human myeloma cells such as U266 (see Japanese Patent Application Kokoku Publication 
No. (JP-B) HO 1-59878 (examined, approved Japanese patent application published for 
opposition)). Alternatively, the desired human antibodies can also be obtained by using 
antigens of interest to immunize transgenic (Tg) animals comprising a partial or entire repertoire 

35 of human antibody genes (see International Patent Application WO 93/12227, WO 92/03918, 
WO 94/02602, WO 94/25585, WO 96/34096, and WO 96/33735). Furthermore, techniques to 
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obtain human antibodies by panning with a human antibody library are known. For example, 
the variable regions of human antibodies are expressed as single chain antibodies (scFvs) on the 
surface of phages, using a phage display method, and the phages that bind to the antigen can be 
selected. By analyzing the genes of selected phages, the DNA sequences encoding the variable 
5 regions of human antibodies that bind to the antigen can be determined. If the DNA sequences 
of scFvs that bind to the antigen are identified, appropriate expression vectors comprising these 
sequences can be constructed to obtain human antibodies. Such methods are already well 
known (see WO 92/01047, WO 92/20791, WO 93/06213, WO 93/11236, WO 93/19172, WO 
95/01438, and WO 95/15388). When the antibody genes are isolated and introduced into 

10 appropriate hosts to produce antibodies, hosts and expression vectors can be used in appropriate 
combinations. Eukaryotic host cells that can be used are animal cells, plant cells, and fungal 
cells. The animal cells include: (1) mammalian cells such as CHO, COS, myeloma, baby 
hamster kidney (BHK), HeLa, and Vero cells; (2) amphibian cells such as Xenopus oocytes; or 
(3) insect cells such as sf9, sf21, and Tn5. Known plant cells include cells derived from the 

15 Nicotiana genus such as Nicotiana tabacum, which can be callus-cultured. Known fungal cells 
include yeasts such as the Saccharomyces genus, for example Saccharomyces cerevisiae, and 
filamentous fungi such as the Aspergillus genus, for example Aspergillus niger. Prokaryotic 
cells can also be used in production systems that utilize bacterial cells. Known bacterial cells 
include E. coli and Bacillus subtilis. The antibodies can be obtained by introducing the 

20 antibody genes of interest into these cells by transformation, and then culturing the transformed 
cells in vitro. 

The antibodies may be minibodies or modified products of antibodies, as long as they 
can bind to antigens. In the present invention, a minibody comprises an antibody fragment 
obtained by deleting a portion from a whole antibody (for example, whole IgG). There is no 

25 limitation on the type of minibody, as long as it has the ability to bind to an antigen. The 
antibody fragments of the present invention are not particularly limited, as long as they are 
portions of whole antibodies. The antibody fragments preferably comprise a heavy chain 
variable region (VH) or a light chain variable region (VL), and particularly preferably comprise 
both a VH and VL. Specifically, the antibody fragments include Fab, Fab', F(ab')2, Fv, and scFv 

30 (single-chain Fv). A preferred antibody fragment is scFv (Huston, J. S. et al, Proc. Natl. Acad. 
Sci. U.S.A. (1988) 85, 5879-5883; and Plickthun 'The Pharmacology of Monoclonal 
Antibodies" Vol 113, Eds. Resenburg and Moore, Springer Verlag, New York, pp. 269-315, 
(1994)). Such an antibody fragment can be prepared by treating an antibody with an enzyme 
(for example, papain or pepsin) or by inserting a gene construct encoding the antibody fragment 

35 into an expression vector and expressing it in appropriate host cells (see, for example, Co, M. S. 
et aL, J. Immunol. (1994) 152, 2968-2976; Better, M. and Horwitz, A. H., Methods Enzymol. 
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(1989) 178, 476-496; Pluckthun, A. and Skerra, A., Methods Enzymol. (1989) 178, 497-515; 

Lamoyi, E., Methods Enzymol. (1986) 121, 652-663; Rousseaux, J. et aL, Methods Enzymol. 

(1986) 121, 663-669; and Bird, R. E. and Walker, B. W., Trends Biotechnol. (1991) 9, 132-137). 

The minibodies of the present invention preferably have a smaller molecular weight than whole 
5 antibodies. However, the minibodies may form multimers (for example, dimers, trimers, or 

tetramers), and thus their molecular weights can be greater than those of whole antibodies. 

Preferred minibodies of the present invention comprise two or more antibody VHs and 

two or more antibody VLs, in which each of the variable regions are directly linked, or indirectly 

linked together via linkers or such. The linkages may be covalent or non-covalent bonds, or 
10 comprise both covalent and non-covalent bonds. More preferred minibodies are antibodies 

comprising two or more VH-VL pairs formed via non-covalent bonding between VH and VL. 

The distance between the two VH-VL pairs in a minibody is preferably less than that in the 

whole antibody. 

Particularly preferred minibodies of the present invention are diabodies and sc(Fv)2. A 
15 diabody is a dimerized fragment in which two variable regions are linked together via a linker or 
such (for example, scFv) (hereinafter, referred to as "a fragment constituting a diabody"), and 
which typically comprises two VL and two VH (P. Holliger et aL, Proc. Natl. Acad. Sci. USA, 90, 
6444-6448 (1993), EP 404097; WO 93/11161; Johnson et aL, Methods in Enzymology, 203, 
88-98, (1991); Holliger et aL, Protein Engineering, 9, 299-305, (1996); Perisic et aL, Structure, 2, 
20 1217-1226, (1994); John et aL, Protein Engineering, 12(7), 597-604, (1999); Holliger et aL, Proc. 
Natl. Acad. Sci. USA. 90, 6444-6448, (1993); Atwell et aL, Mol. Immunol. 33, 1301-1312, 
(1996)). The links between fragments constituting a diabody may be non-covalent or covalent 
bonds, and are preferably non-covalent bonds. 

Alternatively, two fragments constituting a diabody can be linked together via a linker 
25 to form a single-chain diabody (scDiabody). When the fragments constituting the diabody are 
linked together using a long linker, comprising approximately 20 amino acids, it is possible to 
link the fragments constituting the diabody in the same chain using a non-covalent bond, forming 
a dimer. 

Fragments constituting diabodies include a VL and VH linked together, a VL and VL 
30 linked together, a VH and VH linked together, and the like. A VH and VL linked together is 
preferred. There is no limitation on the type of linker for linking a variable region and variable 
region in a fragment constituting a diabody. However, it is preferable to use a linker short 
enough to prevent formation of a non-covalent bond between variable regions in the same 
fragment. Those skilled in the art can appropriately select the length of such linkers; however, 
35 their length is typically 2 to 14 amino acids, preferably 3 to 9 amino acids, and particularly 
preferably 4 to 6 amino acids. In these cases, the linker between the VL and VH encoded by 
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the same fragment is short, and thus no non-covalent bonds are formed between VL and VH on 
the same chain. Thus, a single-chain V region fragment is not formed, and the VL and VH form 
dimers with other fragments via non-covalent bonds. Further, based on the same principle for 
producing diabodies, a multimerized antibody such as a trimer or tetramer can be prepared by 
5 linking three or more fragments constituting a diabody. 

The sc(Fv)2 of the present invention are single-chain minibodies produced by linking 
two VHs and two VLs with linkers and such (Hudson et al. 9 1999, J Immunol. Methods 
231:177-189). sc(Fv)2 exhibit a particularly high agonistic activity compared to whole 
antibodies and other minibodies. sc(Fv)2 can be produced, for example, by linking scFv 
10 molecules with a linker. 

In a preferable antibody, two VHs and two VLs are arranged in the order of VH, VL, 
VH, and VL ([VH]-linker-[VL]-linker-[VH]-linker-[VL]), beginning from the N terminus of a 
single-chain polypeptide. 

The order of the two VHs and two VLs is not limited to the above arrangement, and 
15 they may be arranged in any order. Examples of arrangements are listed below: 
[VL]-linker-[VH]-linker-[VH]-linker-[VL] 
[VH]-linker-[VL]-linker-[VL]-linker-[VH] 
[VH]-linker-[VH]-linker-[VL]-linker-[VL] 
[VL]-linker-[VL]-linker-[VH]-linker-[VH] 
20 [VL]-linker-[VH]-linker-[VL]-linker-[VH] 

The linkers for linking the variable regions of an antibody can be arbitrary peptide 
linkers that can be introduced by genetic engineering, or synthetic linkers (for example, see 
Protein Engineering, 9(3), 299-305, 1996). However, peptide linkers are preferred in the 
present invention. There are no limitations as to the length of the peptide linkers. The length 
25 can be appropriately selected by those skilled in the art, depending on the purpose, and is 
typically 1 to 100 amino acids, preferably 3 to 50 amino acids, more preferably 5 to 30 amino 
acids, and even more preferably 12 to 18 amino acids (for example, 15 amino acids). 

For example, such peptide linkers include: 

Ser 

30 Gly Ser 

Gly Gly Ser 

Ser Gly Gly 

Gly Gly Gly Ser 

Ser Gly Gly Gly 
35 Gly Gly Gly Gly Ser 

Ser Gly Gly Gly Gly 
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Gly Gly Gly Gly Gly Ser 
Ser Gly Gly Gly Gly Gly 
Gly Gly Gly Gly Gly Gly Ser 
Ser Gly Gly Gly Gly Gly Gly 
5 (Gly Gly Gly Gly Ser) n 
(Ser Gly Gly Gly Gly) n 

where n is an integer of one or larger. The lengths and sequences of peptide linkers can be 
appropriately selected by those skilled in the art, depending on the purpose. 

In an embodiment of the present invention, particularly preferable sc(Fv)2 include the 
10 sc(Fv)2 below: 

[VH]-peptide linker (15 amino acids)-[VL]-peptide linker (15 amino acids)-[VH]-peptide linker 
(15 amino acids)-[VL] 

Synthetic linkers (chemical cross-linking agents) include cross-linking agents routinely 
used to cross-link peptides; for example, N-hydroxy succinimide (NHS), disuccinimidyl suberate 

15 (DSS), bis(succinimidyl) suberate (BS 3 ), dithiobis(succinimidyl propionate) (DSP), 
dithiobis(succinimidyl propionate) (DTSSP), ethylene glycol bis(succinimidyl succinate) (EGS), 
ethylene glycol bis(sulfosuccinimidyl succinate) (sulfo-EGS), disuccinimidyl tartrate (DST), 
disulfosuccinimidyl tartrate (sulfo-DST), bis[2-(succinimidoxycarbonyloxy)ethyl] sulfone 
(BSOCOES), and bis[2-(succinimidoxycarbonyloxy)ethyl] sulfone (sulfo-BSOCOES). These 

20 cross-linking agents are commercially available. 

In general, three linkers are required to link four antibody variable regions together. 
The linkers to be used may be of the same or different types. In the present invention, a 
preferable minibody is a diabody, even more preferably, an sc(Fv)2. Such a minibody can be 
prepared by treating an antibody with an enzyme, for example, papain or pepsin, to generate 

25 antibody fragments, or by constructing DNAs encoding those antibody fragments and 
introducing them into expression vectors, followed by expression in an appropriate host cell (see, 
for example, Co, M. S. et ai, 1994, J. Immunol. 152, 2968-2976; Better, M. and Horwitz, A. H., 
1989, Methods Enzymol. 178, 476-496; Pluckthun, A. and Skerra, A., 1989, Methods Enzymol. 
178, 497-515; Lamoyi, E., 1986, Methods Enzymol. 121, 652-663; Rousseaux, J. et al. 9 1986, 

30 Methods Enzymol. 121, 663-669; Bird, R. E. and Walker, B. W., 1991, Trends Biotechnol. 9, 
132-137). 

Antibodies with extremely high agonistic activity can be prepared by converting whole 
antibodies into minibodies. 

Modified antibodies for use include antibodies linked to various molecules, such as 
35 polyethylene glycol (PEG). Alternatively, it is also possible to link an antibody to a 
radioisotope, chemotherapeutic agent, or cytotoxic substance such as a bacterial toxin. Such 
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modified antibodies can be prepared by chemically modifying an obtained antibody. Methods 
for modifying antibodies have been previously established in the art. 

Further, antibodies for use in the present invention may be bispecific antibodies. A 
bispecific antibody may comprise two antigen-binding sites that each recognizes different 
5 epitopes on a certain molecule. Alternatively, one of the antigen-binding sites may recognize a 
certain molecule, and the other may recognize a radioactive substance, chemotherapeutic agent, 
or cytotoxic substance such as a cell-derived toxin. When such cytotoxic substances are used, 
tumor cell growth can be suppressed by directly adding the cytotoxic substance to cells that 
express a certain molecule, and specifically damaging the tumor cells. The bispecific 
10 antibodies can be prepared by linking pairs of H and L chains from two types of antibodies, or by 
fusing hybridomas which produce different monoclonal antibodies to produce a fused cell 
producing a bispecific antibody. Further, bispecific antibodies can be prepared using genetic 
engineering techniques. 

Antibodies in which sugar chains have been modified can also be used in the present 
15 invention. Techniques for modifying antibody sugar chains have been previously reported (for 
example, WO 00/61739 and WO 02/31140). 

An "antibody" of the present invention includes the antibodies described above. 

The antibodies expressed or produced as described above can be purified by 
conventional protein purification methods. The antibodies can be separated and purified, for 
20 example, by the combined use of methods appropriately selected from affinity columns such as a 
protein A column, column chromatography, filtration, ultrafiltration, salting out, dialysis, and so 
on (Antibodies A Laboratory Manual. Ed Harlow, David Lane, Cold Spring Harbor Laboratory, 
1988). 

The antigen-binding activity of an antibody can be assayed by conventional methods 
25 (Antibodies A Laboratory Manual. Ed Harlow, David Lane, Cold Spring Harbor Laboratory, 
1988). For example, an enzyme-linked immunosorbent assay (ELISA), enzyme immunoassay 
(EIA), radioimmunoassay (RIA), or immunofluorescence method can be used. 

The present invention also provides methods of screening for ligands having agonistic 
activity to mutant receptors. In these methods, first, a test substance (test compound) is 
30 contacted with a mutant receptor. The "contact" of a test substance with a mutant receptor is 
typically achieved by adding the test substance to a culture medium or extract of cells expressing 
the mutant receptor. The methods for achieving contact are not limited to this method. When 
the test substance is a protein or such, the "contact" can be achieved by introducing a DNA 
vector expressing the protein into the cells. 
35 In these methods, the next step comprises detecting signals from the mutant receptor. 

Signals can be detected by the methods described above. 
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Next, ligands with agonistic activity are selected based on comparison with cases when 
a test substance (control) is not contacted. The ligands selected in this way are expected to 
become therapeutic agents for treating or preventing diseases associated with receptor 
deficiencies or mutations. 

5 In another embodiment, a screening method of the present invention comprises the first 

step of contacting a test substance with a normal receptor and measuring agonistic activity. 
Next, the same test substance is contacted with a mutant receptor, and agonistic activity is 
measured. Ligands with high agonistic activity to the mutant receptor as compared to a normal 
receptor are then selected. 

10 In still another embodiment, a screening method of the present invention comprises the 

first step of contacting a test substance with a normal receptor and measuring the agonistic 
activity. Next, the same test substance is contacted with a mutant receptor and agonistic 
activity is measured. Ligands with agonistic activity to both the mutant receptor and normal 
receptor are then selected. 

15 Measuring agonistic activity in the methods described above can be achieved as 

described above. 

Substances (compounds) obtained by the above-described screening methods of the 
present invention are also comprised in the present invention. 

Since the ligands of the present invention (for example, antibodies) have agonistic 

20 activity, they are expected to be effective therapeutic agents for diseases caused by the impaired 
response of receptors on which the ligands act. Such impaired responses are attributed to 
receptor deficiencies or mutations. Specifically, the present invention provides therapeutic 
agents comprising the above-described ligands of the present invention, which are used to treat 
diseases caused by the mutant receptors. Representative examples of the diseases described 

25 above are thrombocytopenia, type II diabetes mellitus, and Laron syndrome. 

A preferred example of a disease of the present invention is congenital amegakaryocytic 
thrombocytopenia (CAMT). 

When ligands of the present invention or substances (compounds) obtained by the 
methods for screening of the present invention are used as pharmaceutical compositions, they 

30 can be formulated by methods known to those skilled in the art. As necessary, the ligands or 
substances can be used orally, for example, as sugar-coated tablets, capsules, elixirs, or 
microcapsules, or parenterally, as injections of sterile solutions or suspensions comprising water 
or other pharmaceutically acceptable liquids. For example, the ligands or the substances can be 
formulated by appropriately combining with pharmaceutically acceptable carriers or solvents, 

35 specifically, sterile water or physiological saline, vegetable oils, emulsifiers, suspending agents, 
surfactants, stabilizers, flavoring agents, excipients, vehicles, preservatives, binding agents, and 
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such, and mixing at a unit dosage and form required by accepted pharmaceutical 
implementations. In such formulations, the amount of the active ingredient should be within 
the required range. 

Additives in the tablets or capsules can include, for example, binders such as gelatin, 
5 corn starch, gum tragacanth, and gum Arabic; excipients such as crystalline cellulose; swelling 
agents such as corn starch, gelatin, and alginic acid; lubricants such as magnesium stearate; 
edulcorants such as sucrose, lactose, or saccharin; and flavoring agents such as peppermint, 
Gaultheria adenothrix oil, and cherry. When the unit dosage form is a capsule, the 
above-described materials can also comprise a liquid carrier such as oil. A sterile composition 

10 for injection can be formulated using a vehicle such as distilled water used for injection, 
according to standard protocols. 

Aqueous solutions used for injections include physiological saline and isotonic solutions 
comprising glucose or other adjunctive agents such as D-sorbitol, D-mannose, D-mannitol, and 
sodium chloride. They may also be combined with an appropriate solubilizing agent such as 

15 alcohol, specifically, ethanol, polyalcohol such as propylene glycol or polyethylene glycol, or 
non-ionic detergent such as polysorbate 80™ or HCO-50. 

Oil solutions include sesame oils and soybean oils, and can be combined with 
solubilizing agents such as benzyl benzoate or benzyl alcohol. They may also be formulated 
with buffers, for example, phosphate buffers or sodium acetate buffers; analgesics, for example, 

20 procaine hydrochloride; stabilizers, for example, benzyl alcohol or phenol; or anti-oxidants. 
The prepared injections are typically aliquoted into appropriate ampules. 

The administration may be carried out orally or parenterally, and preferably parenterally. 
Specifically, injection, intranasal administration, intrapulmonary administration, percutaneous 
administration, or such can be used. Injections include intravenous injections, intramuscular 

25 injections, intraperitoneal injections, and subcutaneous injections. The injection solutions can 
also be systemically or locally administered. The administration methods can be properly 
selected according to the patient's age, condition, and such. When the compounds can be 
encoded by DNA, the DNA can be inserted into a vector for gene therapy, and gene therapy can 
be carried out. The dosage may be, for example, in the range of 0.0001 to 1,000 mg/kg body 

30 weight. Alternatively, the dosage may be, for example, in the range of 0.001 to 100,000 
mg/person. However, the dosage is not restricted to the values described above. The dosage 
and administration methods depend on a patient's weight, age, and condition, and can be 
appropriately selected by those skilled in the art. 

35 Brief Description of the Drawings 

Fig. 1 is a diagram showing the structure of a pCOS2-hMPLfull vector. 
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Fig. 2 is a diagram showing the structure of a pCOS2-hMPLfullG305C vector. 

Fig. 3 is a diagram showing the structure of a pBACsurfl-hMPL-FLAG vector. 

Fig. 4 is a diagram showing the agonistic activity of each of the diabodies and hTPO in 
pCOS2-HA-Ba/F3. The vertical axis indicates O.D.450/655 nm and the horizontal axis 
5 indicates the concentration. 

Fig. 5 is a diagram showing the agonistic activity of each of the diabodies and hTPO in 
hMPL-Ba/F3. The vertical axis indicates O.D.450/655 nm and the horizontal axis indicates the 
concentration. 

Fig. 6 is a diagram showing the agonistic activity of each of the diabodies and hTPO in 
10 hMPL(G305C)-Ba/F3. The vertical axis indicates O.D.450/655 nm and the horizontal axis 
indicates the concentration. 

Fig. 7 is a diagram showing the structure of a pCOS2-hMPLfullC769T vector. 
Fig. 8 is a diagram showing the structure of a pCOS2-hMPLfullC823A vector. 
Fig. 9 is diagram showing the construction of a TA136 sc(Fv)2 gene. 
15 Fig. 10 is a diagram showing the structure of a pCXND3-TA136 sc(Fv)2 vector. 

Fig. 11 is a diagram showing the agonistic activity of TA136 db and TA136 sc(Fv)2 in 
hMPL-Ba/F3 cells. The vertical axis indicates O.D.450/655 nm and the horizontal axis 
indicates the concentration. 

Fig. 12 is a diagram showing the agonistic activity of TA136 db and TA136 sc(Fv)2 in 
20 hMPL(G305C)-Ba/F3 cells. The vertical axis indicates O.D.450/655 nm and the horizontal 
axis indicates the concentration. 

Fig. 13 is a diagram showing the agonistic activity of TA136 db and TA136 sc(Fv)2 in 
hMPL(C769T)-Ba/F3 cells. The vertical axis indicates O.D.450/655 nm and the horizontal axis 
indicates the concentration. 
25 Fig. 14 is a diagram showing the agonistic activity of TA136 db and TA136 sc(Fv)2 in 

hMPL(C823A)-Ba/F3 cells. The vertical axis indicates O.D.450/655 nm and the horizontal 
axis indicates the concentration. 

Best Mode for Carrying Out the Invention 
30 Herein below, the present invention will be specifically described using Examples, 

however, it is not to be construed as being limited thereto. 

[Example 1] Establishment of a Ba/F3 cell line 

Several reports have described CAMT patients carrying the G305C (R102P) mutation in 
35 their thrombopoietin receptor gene. In this context, an expression vector for the thrombopoietin 
receptor gene carrying the G305C (R102P) mutation was constructed and introduced into Ba/F3 
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cells by the method described below. The prepared DNA fragments were: the normal 
thrombopoietin receptor gene (SEQ ID NO: 1) and the mutant gene in which the C at nucleotide 
position 305 from the initiation codon has been substituted for G (SEQ ID NO: 3). These DNA 
fragments were digested with the restriction enzymes EcoRI and Sail, and introduced into the 
5 EcoRl-Sall site of the animal cell expression vector pCOS2-Ha to prepare pCOS2-hMPLfull 
(Fig. 1) and P COS2-hMPLfullG305C (Fig. 2). 

After the plasmids pCOS2-hMPLfull, pCOS2-hMPLfullG305C, and as a negative 
control pCOS2-Ha were treated with Pvu\, 20 |ig of each plasmid was transfected into Ba/F3 
cells under the conditions described below. The gene was introduced at a cell density of lx 10 7 
10 cells/ml in PBS using GENE PULSER II (BIO-RAD) (Gene Pulser Cuvette, 0.4 cm; 0.33 kV; 
950 |xF). The medium was then changed with RPMI1640 comprising 10% FBS, 1 ng/ml rmIL3 
(Pepro tech), 500 ng/ml Geneticin(GIBCO), 100 unit/ml penicillin, and 100 |ig/ml streptomycin 
to select cells. As a result, hMPL-Ba/F3, hMPL(G305C)-Ba/F3, and pCOS2-HA-Ba/F3 cell 
lines were obtained from the respective vectors described above. 

15 

[Example 2] Preparation of the extracellular domain protein of thrombopoietin receptor 

To prepare the antigen for producing anti-thrombopoietin receptor antibodies, a system 
for producing and secreting the extracellular domain of human thrombopoietin receptor using the 
insect cell line Sf9 was constructed as described below. A gene construct comprising FLAG tag 

20 placed downstream of the extracellular domain of human thrombopoietin receptor 
(Gin26-Trp491) was prepared and inserted into the Pstl-Smal site of pBACsurf-1 (Novagen), to 
construct pBACsurfl-hMPL-FLAG (Fig. 3). The resulting gene construct (SEQ ID NO: 5) can 
secrete the extracellular domain of thrombopoietin receptor using a secretory signal sequence 
derived from baculovirus gp64 protein. 4 jig of the vector was transfected into Sf9 cells using 

25 Bac-N-Blue Transfection Kit (Invitrogen), according to the protocol attached to the kit. After 
three days of culture, the culture supernatants were collected and recombinant viruses were 
isolated using plaque assays. Stock viral solutions were prepared, and then infected to Sf9 cells. 
The resulting culture supernatants were collected, and adsorbed to a Q Sepharose Fast Flow 
column (Pharmacia). The column was eluted with PBS comprising 500 mM NaCl and 0.01% 

30 Tween20. The eluate was adsorbed to M2 Affinity Resin (Sigma). The resins were eluted 
with 100 mM Glycine-HCl (pH 3.5) comprising 0.01% Tween20. Immediately after elution, 
the eluate was neutralized with 1M Tris-Cl (pH 8.0). The resulting solution was treated by gel 
filtration chromatography using Superdex 200 26/60 (PBS comprising 0.01% Tween20) to purify 
the protein. 

35 

[Example 3] Preparation of anti-thrombopoietin receptor diabody 
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MRL/lpr mice were immunized seven times with the purified protein of the TPOR 
extracellular domain. The first immunization was carried out using 100 \xg of the protein, and 
subsequent immunizations were each performed using 50 |ig of protein. The immunized cells 
were fused with P3-X63-Ag8-Ul (P3U1) cells by methods commonly used to prepare 
5 hybridomas. The hybridomas that produced anti-thrombopoietin receptor antibodies were 
selected by ELISA assay using the purified protein (VB08B, VB45B, VB033, VB140, and 
VB157). 

Meanwhile, Balb/c mice were immunized a total of 1 1 times with hMPL-Ba/F3 cells at 
one-week to five-month intervals. l.Ox 10 7 cells were intraperitoneal^ administered to the 

10 mice each time . Hybridomas were then prepared by the same method as described above. 
The hybridomas that produced anti-thrombopoietin receptor antibody were selected (TA136). 

The cDNAs for the variable regions of the antibody H and L chains were cloned from 
each of the hybridomas thus prepared. The cloned cDNAs were sequenced. Based on the 
nucleotide sequences, genes encoding diabodies were designed with FLAG tag at their C termini 

15 (VB08B db, VB45B db, VB033 db, VB140 db, VB157 db, and TA136 db), and inserted into the 
expression vector pCXND3 for animal cells (pCXND3-VB08B db, pCXND3-VB45B db, 
pCXND3-VB033 db, pCXND3-VB140 db, pCXND3-VB157 db, pCXND3-TA136 db). Each 
prepared vector was introduced into COS7 cells, and the culture supernatant was collected after 
three days of culture. The concentration of diabody in each culture supernatant was determined 

20 by BIAcore (Pharmacia) using M2 antibody (Sigma). 

[Example 4] Assay for diabody dependency of Ba/F3 cell line 

pCOS2-HA-Ba/F3 cells, hMPLJBa/F3 cells, and hMPL(G305C)-Ba/F3 cells were each 
diluted to 2.0x 10 5 cells/ml with medium (RPMI1640 comprising 10% FBS, 100 unit/ml 

25 penicillin, and 100 ng/ml streptomycin). The cells were ali quoted (60 (il/well) into the wells of 
96-well plates. hTPO (R&D) was diluted to a final concentration of 25 |ag/ml with 
CHO-S-SFM II, and then aliquoted into the wells (40 nl/well). Each diabody/COS7 sup 
(VB08B db, VB45B db, VB033 db, VB140 db, VB157 db, and TA136 db) was diluted 1, 3, 9, 27, 
81, and 243 times using CHO-S-SFM II, and then aliquoted into the wells (40 fil/well). The 

30 plates were incubated for 24 hours, and then Cell Count Reagent (nacalai tesque) was added to 
each well (10 (il/well). The O.D.450/655 nm of each well was measured after two hours of 
culture. The result showed that the responsiveness of hMPL(G305C)-Ba/F3 cells to hTPO and 
other agonistic antibodies was markedly decreased. However, TA136 db (SEQ ID NO: 7) was 
found to exhibit strong agonistic activity to hMPL(G305C)-Ba/F3 cells, while it exhibited weak 

35 agonistic activity to hMPL_Ba/F3 cells expressing the normal receptor (Figs. 4to 6). 

In SEQ ID NO: 8, the amino acid sequence from positions 49 to 54 corresponds to 



Translation of WO 2004/081048 



heavy chain CDR1; from 69 to 84 corresponds to heavy chain CDR2; from 117 to 123 
corresponds to heavy chain CDR3; from 163 to 174 corresponds to light chain CDR1; from 190 
to 196 corresponds to light chain CDR2; and from 229 to 237 corresponds to light chain CDR3. 

5 [Example 5] Establishment of a Ba/F3 cell line (2) 

As in Example 1, expression vectors were constructed for each of the mutant 
thrombopoietin receptor genes carrying the C769T (R257C) mutation and the C823A (P275T) 
mutation, which were found in some CAMT patients. The constructs were introduced into 
Ba/F3 cells. Nucleotide T was substituted for the nucleotide C at position 769 from the 

10 initiation codon in the thrombopoietin receptor gene (SEQ ID NO: 1), to produce the gene of 
SEQ ID NO: 9; and nucleotide A was substituted for the nucleotide C at position 823, to produce 
the gene of SEQ ID NO: 11. These DNA fragments were digested with the restriction enzymes 
£coRI and Sail, and introduced into the EcoRl-Sall site of the animal cell expression vector 
pCOS2-Ha to obtain pCOS2-hMPLfullC769T (Fig. 7) and pCOS2-hMPLfullC823A (Fig. 8), 

1 5 respectively. 

After treating the plasmids pCOS2-hMPLfullC769T and pCOS2-hMPLfullC823A with 
Pvul, 20 jag of each of them was transfected into Ba/F3 cells under the conditions described 
below. The gene transfer was carried out by electroporation at a cell density of lx 10 7 cells/ml 
in PBS using GENE PULSER II (BIO-RAD) (Gene Pulser Cuvette 0.4 cm; 0.33 kV; 950 \xF). 
20 The medium was then changed to RPMI1640 comprising 10% FBS, 1 ng/ml rmIL3 (Pepro tech), 
500 ^ig/ml Geneticin (GIBCO), 100 units/ml penicillin, and 100 |ig/ml streptomycin to select 
cells. As a result, hMPL(C769T)-Ba/F3 and hMPL(C823A)-Ba/F3 cell lines were respectively 
obtained from the vectors described above. 

25 [Example 6] Preparation of anti-thrombopoietin receptor antibody sc(FV)2 

TA136 sc(Fv)2 gene was constructed using pCXND3-TA136 db described above by the 
procedure described below (Fig. 9). 

PCR was carried out using a combination of primer A 
(TAGAATTCCACCATGAGAGTGCTGATTCCTTTGTGGCTGTTCACAGCCTTTCCTGGTA 
30 CCCTGTCTGATGTGCAGCTGCAGG/SEQ ID NO: 15) and primer B 
(TGGGTGAGAACAATTTGCGATCCGCCACCACCCGAACCACCACCACCCGAACCACC 
ACCACCTGAGGAGACGGTGACTGAGG/SEQ ID NO: 16); and also a combination of primer 
C 

(CAGTCACCGTCTCCTCAGGTGGTGGTGGTTCGGGTGGTGGTGGTTCGGGTGGTGGC 
35 GGATCGCAAATTGTTCTCACCCAGTC/SEQ ID NO: 17) and primer D 
(ATTGCGGCCGCTTATCACTTATCGTCGTCATCCTTGTAGTCTTTGATTTCCAGCTTGGT 
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G/SEQ ID NO: 18). The resulting PCR products were combined and used as a template in 
another PCR using primers A and D. The resulting DNA fragment of about 800 bp was 
digested using the restriction enzymes EcoRl and Notl, and cloned into pBacPAK9 
(CLONTECH) to prepare pBacPAK9-scTA136. 
5 PCR was then carried out using pBacPAK9-scTA136 as a template with primer E 

(GATGTGCAGCTGCAGGAGTCGGGAC/SEQ ID NO: 19) and primer F 
(CCTGCAGCTGCACATCCGATCCACCGCCTCCCGAACCACCACCACCCGATCCACCAC 
CTCCTTTGATTTCCAGCTTGGTGC/SEQ ID NO: 20). The resulting DNA fragment of 
approximately 800 bp was cloned into the pGEM-T Easy vector (Promega). 

10 After confirming the nucleotide sequence, the DNA was digested with the restriction 

enzyme PvuW. The resulting DNA fragment of approximately 800 bp was inserted into the 
Pvull site of pBacPAK9-scTA136 to prepare pBacPAK9-TA136 sc(Fv)2. The prepared vector 
was digested with the restriction enzymes £coRI and Noil. The resulting DNA fragment of 
approximately 1600 bp was cloned into the expression vector pCXND3 to prepare 

15 pCXND3-TA136 sc(Fv)2 (SEQ ID NO: 13; Fig. 10). 

[Example 7] Evaluation of TPO-like agonistic activities of TA136 db and TA136 sc(Fv)2 

The DNA constructs pCXND3-TA136 db and pCXND3-TA136 sc(Fv)2 were 
introduced into COS7 cells. Their respective culture supernatants were collected after three 

20 days of culture. The diabody concentrations in the prepared culture supernatants were 
determined by BIAcore (Pharmacia) using M2 antibody (Sigma). 

hMPL-Ba/F3 cells, hMPL(G305C)-Ba/F3 cells, hMPL(C769T)-Ba/F3 cells, and 
hMPL(C823A)-Ba/F3 cells were each diluted to 4.0x 10 5 cells/ml using medium (RPMI1640 
comprising 10% FBS, 100 unit/ml penicillin, and 100 |ig/ml streptomycin). The cells were 

25 aliquoted into the wells of 96 well plates (60 jil/well). 40 \xl of hTPO (R&D) and the culture 
supernatant of the COS7 cells described above were added to each well, and the plate was 
incubated for 24 hours. 10 (al of Cell Count Reagent (Nacalai Tesque) was added to each well. 
O.D.450/655 nm was determined after incubating the plate for two hours. 

The results showed that, in all three mutant thrombopoietin receptor cell lines, TA136 

30 sc(Fv)2 exhibited much stronger agonistic activity than hTPO and TA136 db (Figs. 12 to 14). 
Furthermore, TA136 db was found to show agonistic activity comparable to that of the natural 
ligand hTPO when converted into sc(Fv)2, although in hMPL-Ba/F3 cells expressing normal 
thrombopoietin receptor, TA136 db exhibited weaker activity than that of hTPO (Fig. 11). 

35 Industrial Applicability 

The present invention provides ligands (antibodies) to treat patients with diseases 
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caused by mutant receptors, for example, CAMT; polynucleotides encoding these antibodies; 
vectors comprising the polynucleotides; host cells comprising the vectors; and methods for 
producing the antibodies. In addition, the present invention also provides methods for gene 
therapy using polynucleotides that encode the antibodies. The methods of the present invention 
5 provide methods for treating various genetic diseases caused by mutations in genes that encode 
cell membrane proteins. Henceforth, individualized genetic diagnosis is likely to become 
widely available for patients. The antibody engineering techniques of the present invention 
enable the development of pharmaceutical agents matched to individual genotypes. 
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CLAIMS 

1. A ligand having agonistic activity to a mutant receptor. 

2. The ligand of claim 1, where the ligand is an antibody. 

5 3. The ligand of claim 1 or 2, where the ligand has greater agonistic activity to the 

mutant receptor than the natural ligand. 

4. The ligand of any one of claims 1 to 3, where the mutant receptor is a receptor 
resulting from a mutation(s) in the amino acid sequence. 

5. The ligand of any one of claims 1 to 4, where the mutant receptor has lost 
10 responsiveness to the natural ligand. 

6. The ligand of any one of claims 1 to 5, where the mutant receptor causes a disease. 

7. The ligand of any one of claims 1 to 6, where the mutant receptor is a mutant 
thrombopoietin receptor. 

8. The ligand of claim 2, where the antibody is a minibody. 
15 9. The ligand of claim 8, where the minibody is a diabody. 

10. A method for transducing a signal to a mutant receptor by binding a ligand. 

11. The method of claim 10, where the ligand is an antibody. 

12. The method of claim 10 or 11, where the mutant receptor results from an amino acid 
mutation(s). 

20 13. The method of any one of claims 10 to 12, where the mutant receptor has lost 

responsiveness to the natural ligand. 

14. The method of any one of claims 10 to 13, where the mutant receptor is associated 
with disease onset. 

15. The method of any one of claims 10 to 14, where the mutant receptor is a mutant 
25 thrombopoietin receptor. 

16. A method for treating a disease caused by a mutant receptor, by binding a ligand to 
the mutant receptor. 

17. The method of claim 16, where the ligand is an antibody. 

18. A method of screening for a ligand having agonistic activity to a mutant receptor, 
30 where the method comprises the steps of: 

(a) contacting a test substance with the mutant receptor; 

(b) detecting a signal in the mutant receptor; and 

(c) selecting a ligand having agonistic activity. 

19. A method of screening for a ligand having agonistic activity to a mutant receptor, 
35 where the method comprises the steps of: 

(a) determining agonistic activity to a normal receptor; 
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(b) determining agonistic activity to the mutant receptor; and 

(c) selecting a ligand having greater agonistic activity to the mutant receptor than the 
normal receptor. 

20. A method of screening for a ligand having agonistic activity to a normal and a 
5 mutant receptor, where the method comprises the steps of: 

(a) determining agonistic activity to the normal receptor; 

(b) determining agonistic activity to the mutant receptor; and 

(c) selecting a ligand having agonistic activity to both the normal and the mutant 
receptors. 

10 21. The method of any one of claims 18 to 20, where the ligand is an antibody. 

22. A substance obtained by the method of any one of claims 18 to 21. 

23. A therapeutic agent for a disease caused by a mutant receptor, where the agent 
comprises a ligand of the mutant receptor. 

24. The therapeutic agent of claim 23, where the ligand is the ligand of any one of 
15 claims 1 to 9. 

25. The therapeutic agent of claim 23, where the ligand is an antibody. 

26. The therapeutic agent of any one of claims 23 to 25, where the mutant receptor 
results from an amino acid mutation(s). 

27. The therapeutic agent of any one of claims 23 to 26, where the mutant receptor has 
20 lost responsiveness to the natural ligand. 

28. The therapeutic agent of any one of claims 23 to 27, where the mutant receptor is a 
mutant thrombopoietin receptor. 

29. The therapeutic agent of any one of claims 23 to 28, where the disease is congenital 
amegakaryocytic thrombocytopenia. 

25 
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ABSTRACT 

The present inventors used antibody engineering techniques to prepare functional 
antibodies that correspond to individual mutations in causative genes of diseases, and discovered 

5 that such antibodies enable the treatment of the diseases. Specifically, the inventors succeeded 
in preparing ligands, particularly minibodies, which have agonistic activity to receptors that have 
almost completely lost responsiveness to their natural ligands because of gene mutations (for 
example, a thrombopoietin (TPO) receptor whose reactivity to TPO has been markedly impaired), 
and which can transduce signals by interacting with these mutant receptors at levels comparable 

10 to normal. 



(i2)*ITO*ftttfcS-Jl*TttHSftfcHRfflH 



(19)«*ttWBf**ttlB 

(43) Sie^HB 
2004 £23 B (23,09.2004) 




PCT 



do Maui** 
WO 2004/081048 Al 



(si) mmmxm'i co7k 16/28, a6ik 39/395, 

A61P 7/00, 7/04, G01N 33/15, 33/50 



(21) SBgafiSS^: 

(25) ®®&®Om$: 

(26) BB^NOOtB: 



PCT/JP20O4/003334 
2004 ^3 £ 12 S (12.03.2004) 



(30) Sft^X-*: 

4*812003-067832 2003 *£3 E 1 3 B (1 3.03.2003) JP 

(71) mmx ^ij»< ±x<Dt^miz-D^x): * 

*rKSH*a*tt (CHUGAI SEIYAKU KABUSHIKI 
KAISHA) [JP/JP]; T 1158543 XJiCtMtB$M 5T@ 
5t1§ Tokyo (JP). 

(72) J$£tf 

(75) §&W%/BimX (XmiZ-Dl^TO)*): ±li&$ 
(TSUCHiYA, Masayuki) [JP/JP]; T4120038 Jftffliiflai 

Shizuoka (JP). ¥ ffl ft- (HIRATA, Yuiclii) [JP/JP]; f 
3004101 gttfttf&Stf&tt** 1 5 3 S«J 2 *n 
figttitSttft Ibaraki (JP). 



(74) ftJIA: jfTKaS, ft(SHIMIZU, Hatsushi et al.); t 

3000847 &&S±;TtimE]Br 1-1-1 Htto < lit* 

6 H Ibaraki (JP). 

(8i) li£B(8S0>fc^JBy* ±ra>«H<DHrt«lI^ 

pTEE): AE, AG, AL, AM, AT, AU, AZ, BA, BB, BG, BR, 
BW, BY, BZ, CA, CH, CN, CO, CR, CU, CZ, DE, DK, DM, 
DZ, EC, EE, EG, ES, PI, GB, GD, GE, GH, GM, MR, I IU, 
ID, IL, IN, IS, JP, KE, KG, KP, KR, KZ, LC, LK, LR, LS, 
LT, LU, LV, MA, MD, MG, MK, MN, MW, MX, MZ, NA, 
NI, NO, NZ, OM, PG, PH, PL, PT, RO, RU, SC, SD, SE, 
SG, SK, SL, SY, TJ, TM, TN, TR, TT t TZ, UA, UG, US, 
UZ, VC, VN, YU, ZA, ZM, ZW. 

(84) tt£B,9^pattLMBtL ±X<Dm®<D&®&m.tf 
pTffe): ARIPO (BW, GH, GM, KE, LS, MW, MZ, SD, SL, 
SZ, TZ, UG, ZM, ZW), l-r>7 (AM, AZ, BY, KG, 
KZ, MD, RU, TJ, TM), 3 — □ V / * (AT, BE, BG, CH, CY, 
CZ, DE, DK, EE, ES, FI, FR, GB, GR, HU, TE, IT, LU, MC, 
NL, PL, PT, RO, SE, SI, SK, TR), OAPI (BF, BJ, CF, CG, 
CI, CM, GA, GN, GQ, GW, ML, MR, NE, SN, TD, TG). 

2X*n-Katf«a>BMsico^Tit. zmmftzti* 



(54) Title: LIGAND HAVING AGONISTIC ACTIVITY TO MUTATED RECEPTOR 



00 

o 



(57) Abstract: It is found out thai a functional antibody corresponding to an individual mutation of a gene causative of a disease can 
be constructed by using antibody engineering techniques, thereby enabling treatment for the disease. More specifically speaking, a 
receptor almost losing its natural activity to a ligand due to mutation (for example, a mutated thrombopoietin receptor with extremely 
lowered thrombopoietin (TPO) reactivity) is treated with a ligand having an agonistic activity. Thus, a ligand having a signal trans- 
duction function at a level closely similar to the normal level (in particular, a degraded antibody) can be successfully constructed. 



Ofrftfeu-fe?*- x^>(TPO)SFE1t(D*L<«TLfcaEaha>7R7K-rx^>aS<*) 



WO 2004/081048 



PCT/JP2004/003334 



- 1 - 

5 &ffittm 

0SJ&#fc*r1-* r-kHf^Aj (Genzyme) fc«k*»3Htt^SlRft, alpha-L-iduronid 
ased*^tlUfcA3^»5SEfc^-rs TAldurazymej (Genzyme) £ck£SfSt*S3fe^& 
15 f^tS5l^$ftW5. itfe^^^A-r^tS^tUT^ 7f/y> 
f7St- if (ADA) fc&^£^fc#T5ADAfc^©»A*, lfa^#IBS#{C^-r 

sjfaafSs^ixHip *«A-r«tt^*«^5nT^s. iNs^ti jew;: t> 

25 Congenital amegakaryocytic thrombocytopenia (CAMT ; %^V&&W&M>&M.'h 
mWPm tt*nfc#HKT, ^$Ktejfo/M£M'> (thrombocytopenia) > 



WO 2004/081048 



PCT/JP2004/003334 



- 2 - 

B#ft8U(Bfc«fc#/fcttfcJii (pancytopenia) S5ltrjBn-rRftT?**. CAMTM 

MMiia©TPo t ?rr * g^t^fcnt i^?^ 5 \z $ nr u -5 . e> 
©aw©hp>^^<x^>^{* (c-mpd »e^*«wr-r*t, &£A,£<&« 

10 c^#fF»n 

Matthias Ballmaier, Manuela Germeshausen, Harald Schulze, Klara Cherkaoui, 
Sabine Lang, Annika Gaudig, Stephanie Krukeieier, Martin Eilers, Gabriel 
e Strausz, and Karl Welted, TBLOODj , 1 JANUARY 2001, V0L97, NUM U PI 
39 

15 

x^P > (TP0) Kfo&<D m V < i&T L h n x^ >g^#) left 



WO 2004/081048 



PCT/JP2004/003334 



- 3 - 

10 [13 »fft(:^bT, 7rf-X h^tt^T 3 U #> h\ 

[2 3 'J^^FW^S^^Sm, CI] £IB«0U#>h\ 

t*4#at-rs, m [23 fcK*©u#>h\ 

15 <hT3, [1] ~ [3] 0^ma»fc|B*©U#>K. 

[13 ~ [53 0V>rft#fcffi«0U#>h\ 
20 [73 ho>s|?3j5-fx^>S*#©»se#T?»*;:t*W 

stt-rs, ci3 ~ [6 3 <£^rft^£ffi«&©u#>b\ 

[83 Si^fi^ftttflET**, [23 tcf3«0U^>h\ 

[93 «4Hffttt#^-f7aH^7r**, [83 KI3«®U#>h\ 

25 & 

[113 'J^>WMl)Ci^ltn, [103 KfE«©£&, 



WO 2004/081048 



PCT/JP2004/003334 



- 4 - 

s> cio] cii] izmmco^m, 
[1 3] 35«S© u ^ > f i^tsRHttmnxv^ ^ t $ 

witts, [io] ~ [12] ©^rn*»K:e«©^rft» . 
ci4] »a«#j^AcD»ffitHaibTVi*awT»*ca:*«rtKi'r 

3, [10] ~ (13) ©Vi1"n^fc|B«0*fis, 
[15] m&&®fttf* h O >^#< Xf>gMO'IIgWTfe§ : t & 

WfflLtTZ, [10] ~ [14] ©Vafn*MC|B«O^S, 
[16] ^1^(1 U #> F 3 d £ fc«fc *K ^gW£jgST 

[i7] u # > h 3&«tt#Tr & * > ci6] \zmm<DJsm, 

[18] OTCXS&^tf, «ftSe#C#UT7^ HStt*tt5 'Jitf 

(a) 3EJ(S$f|:(zttlft«ll«»tt$-&«X8, 

(c) 7^-* hSttS^-TS U#> F**ftf«5X8, 
[19] OTOXS&^tr, **5*#fc**bT7=f-Xh«tt**-r*U^ 
>F0X#U-^>^#&, 

(a) iE^sw»T§73f-x hsttsass-rsxs, 

(b) *jis«*fc*fr*7^=x histtsassrsxs, 

mt* D#> F £SIRT3X8 
[2 0] KT©XS«tr, M$«#i:jE«3ie#fc»bT7^n^ h«tt 

(a) lEnrg^Ksrr^^-* Mgtt*atttr*x8, 

(b) igft$e*fc«r«7^^ hj£tt£aijrtsxg, 



WO 2004/081048 



PCT/JP2004/003334 



- 5 - 

(c) TE%%&Wt&m%&Womi5\Z7-J-7, hf£<t££WT £ U #> F 
[2 1] VXyPtimw-ztb*. Ci 8] - C2 OD ©v>1*ft/W;:iE«©7^ 
5 [2 2] [1 83 ~ C2 1] 0Vi1"n^fclBtt©X^U-n>^^fc«kO# 

©te$^ 

C2 4] u#>Fa* en ~ C9] ©vi-rn^fciB«ou^f>HT*s, (2 
io 3] £iB«©i&si3is* 

[2 5] U#>F7&*ttfln?*5, (2 3] fcBB«©f&«H, 

[2 6] aESS«#^ 7$ySESt:eit§^M^:iMit 

[2 3] ~ [2 5] ©^m^K:ia*o»**, 
[27] ^©u^>H^-rssj*:tt3&«#ct>nTVi«,^t* 

15 mXt-fv, [2 3] ~ [2 6] ©V*Tftj&>fcE*©i&**, 

[2 8] ^SS$**«ha>##'fX^>^#:©^SS$#T?*5^t€:iSf 

at-rs, [23] ~ [27] ©va-rn*»icia«©ji&*ii, 

[29] «Jfi3^3fe^ttJIE«*ttjfildv|R«^fiT?** , C 2 3 ] ~ [ 2 8 ] © 

20 £»T3<k©T&&o 

* b < tt20K*8§©jggT#£T5£&#"Cfc D , $ 6 b < ttl09g*8t 



WO 2004/081048 



PCT/JP2004/003334 



- 6 - 

mmz-&tE-?z>m&\z\z, mm<Dmm*mfr&t>#xmmzwftLxb£^L, i 

^m^>^m^htm\z^^)VBMm^i5^imm^w-t^, 

10 ;mmmtf%.mvT^z>%®m fiw&LW, ^.mwu^nzizmfetsn-r, 
&&&& mmmm, %Mm^mw- 1 l t#£et s \z \ttn^n<D{mm 
# • ftmzE, ^mx>\ t \ztt?&Kfomz&m**zz*(Dr'$>n\fii<D& 

wzew&z* *mw(D%mm. ^<D^^>\^\zn-r^K^m^nx^ 

15 

*mw \z^x u #> h t mm? >^m\z^m\z^t^mn<D z t 

^mm\z^x^L^mm?y^^m\t^wx$>^o ^mmiz^xB^L 
v>u#>m> 7^7 h^tt^w-r§'j^>H-eab§o stc^mwu, *mw 



WO 2004/081048 



PCT/JP2004/003334 



- 7 - 

5 #77$'J- ?P-»+±— feM^7 7$'J- tUVXl/t-W 
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-, GPI7>;fr-S!£&ft:77 5U-, fO^>*X77^- KM*#7 7 5U 
g»7 7 5'J- *JR>^#7 7 5U- f®^7 7$U-C 

10 ft\ RWcD<Hr«tHUTtt^»OXltt3WlFftb, flIAtf, Cooke BA. , King RJ 
B. , van der Molen HJ. ed. New Comprehesive Biochemistry Vol. 18B "Hormones 
and their Actions Part II" pp. 1-46 (1988) Elsevier Science Publishers BV. , 
New York, USA, Pat thy L. (1990) Cell, 61: 13-14., Ullrich A., et al. (19 
90) Cell, 61: 203-212., Massagul J. (1992) Cell, 69: 1067-1070., Miyajima 
15 A, et al. (1992) Annu. Rev. Immunol., 10: 295-331., Taga T. and Kishimo 
to T. (1992) FASEB J., 7: 3387-3396., Fantl WL, et al. (1993) Annu. Rev. 
Biochem, 62: 453-481., Smith CA. , et al. (1994) Cell, 76: 959-962., Flo 
wer DR. (1999)' Biochim. Biophys. Acta. 1422: 207-234. , MJg 
I»A>K7>^->U-XritiTA>F7'^j (1994) Gfflfltt JCSC. 
20 a*) <SW9ttfSn*. ±IEg^#7 75U-KJRf**#W^:SSfttUTtt, 
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ndrea, AD. Et al. (1989) Cell 57, 277-285.; hG-CSFR: Fukunaga, R. et al. 
5 (1990) Proc. Natl. Acad. Sci. USA. 87, 8702-8706. ; mG-CSFR: Fukunaga, R. 
et al. (1990) Cell 61, 341-350.; hTPOR: Vigon, I. et al. (1992) 89, 5640- 
5644. ; mTPOR: Skoda, RC. Et al. (1993) 12, 2645-2653. ; hlnsR: Ullrich, A. 

et al. (1985) Nature 313, 756-761.; hFlt-3: Small, D. et al. (1994) Proc. 

Natl. Acad. Sci. USA. 91, 459-463. ; hPDGFR: Gronwald, RGK. Et al. (1988) 
10 Proc. Natl. acad. Sci. USA. 85. 3435-3439. ; hlFNa/jSR: Uze, G. et al. 

(1990) Cell 60, 225-234. WNovick, D. et al. (1994) Cell 77, 391-400.) . 
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410 (1999), Ozawa A et al., Tissue Antigens 53, 263-268 (1999) &£) . M 
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Repeats and Neurodegenerative Disease:Molecular Aspects (2001), 261-267, 

10 Oxford University press), proopiomelanocortin (POMC) > meralocortin^^#© 
ISM (Journal of Clinical Endocrinology and Metabolism (2001), 86 

(4) , 1442-1446) , Ryanodineg§#:0£gg§# (Human Mutation (2000), 15 

(5) , 410-417) > thyroid-stimulation hormone^#:©|^#fr (Trends in E 
ndocrinology and Metabolism (1998), 9 (4), 133-140), thyrotropins^®^ 

15 SS^ft (European Journal of Medical Research (1996), 1 (10), 460-464) 
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ed in the United Kingdom by MACMILLAN PUBLISHERS LTD, 1990##J „ mm 
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li^^c Sfcte, *aft®mis&£D-FT3DNA£, jftftCM©DNA£<at^5I 
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R; complementarity determining region) £k hia#©:ffl*fitt&£M^fi&L 
25 VZ&iWoimth htri^©7l/-A 7-70$ (framework region ; FR) £jgjj* 
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hfo&fe'%mt$,*n-Ftz>mktmifeL, ^xmm^^-\zm.^/vx\ z. 
nm^zmALmtkts&zztiz&ionibnz (Mmtftm&mmm? 2394 
00, mmftfttim/jkmrnmo 96/o2576#$o „ cDR^bxM^n^t h^w 

. o\zmfc<D^mm<D7u-Ay-2MM<D7$;m*mmLTb£^ (Sato, k. 

et al. , Cancer Res, 1993, 53, 851-856.) „ fc htfifo<DM%j5feh%\t> 

■H\ ^^<0*S£ffitt£#T*HJrS0fc h*ri#:£#3;i<h : &T#3 1-598 
78#$0 . Sfc, fc hft#itfe^0£T©W1-hU h7>X-/x' 
y *»**Bffa©tt«T?fcgrr* £ chTF/rS© fc h£a#:&mt#T£ £ 
(BRttfflFttB(£H#9W0 93/12227, WO 92/03918, WO 94/02602, WO 94/25585, 
15 WO 96/34096. W0 96/33735#!SD . ^ e> tC, fc hffi#7-r 7 7 'J -£fflV>T> /I 
>->^£«kt)fc h»£l&#T3£«t>&e>nTV^ 6 fchJft#®pJ 
(scFv) i:bT7 X7>-f D 7 7-y©g 

n&©#&tt&KE2D'C&?K W0 92/01047, W0 92/20791, W0 93/06213, W0 93/ 
11236, W0 93/19172, W0 95/01438, W0 95/1 5388 \Zt £ Z. tifiX^^, $i 

mmfrfe&zmAVTmft%ftM?2>m&\z\z, m^tt 
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mtbX\t, (1) *?LMIS, $mi. CHO, COS, 5in-^ BHK (babyhamst 
er kidney) , HeLa, Vero, (2) 77 U #y *#x;H!TOilH 

m, &3W3:(3) 0tR«, sf9, sf 21, Tn5&£»e>nT^£ 0 *ttl 

mMthX\t, -u'T^r-f (Nicotiana) )S, mkU^T-^ 7± • $ A 
5 (Nicotiana tabacum) tlT&D , Ctl^^l/Xig^rnte'ci:^, 

IltttUTH H®, Mx.k£, -y-^AnS-tX (Saccharowces) MXU 
it'y^ostx-tl/t'yl (Saccharowces serevi si ae) , 3M£M, WAH 
TTv^^^^X (Aspergillus) M, mpUtT 7,^X^)17, • (Aspergillu 
s niger) &£^&£>nTV>&. SCMJ&£&fflT3*l£, 

m& in vitroXtmtZ Z\t\z£t) fcmm 

EX-fo-DTh^. *mW\z&^X{&ftJ-it&ifct\Z, (whole antibody, 

15 m^wnoie igm)<D-mtfxmisTuzmfamft*%&, mm^&smz: 
\m\zmfe-&ntz^-hK mrnimmm (vh) xnmmmm® (vu £-^a,w 

(DmtmtLXU, M>Lfc£, Fab, Fab', F(ab')2, Fv, scFv (v>^;^x<>F 
20 v) £?i;b<tescFv (Huston, J. S. et al., Proc. 

' Natl. Acad. Sci. U.S.A. (1988) 85, 5879-5883, Plickthun ("The Pharmacol og 
y of Monoclonal AntibodiesJ Vol. 113, Resenburg&lAlooreli, Springer Verla 
g, New York, pp. 269-315, (1994))T&£o Z\(D£oUfaWmft*%Z>\z\^ tit 

w-zmm. mx\z. a/mx ^^yt^ExmmLmm^^.m^^^\ 
ltc'&. m^tnm±mmx^^^nit^ m%.\& co, m. s. et ai., j. i m 
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munol. (1994) 152, 2968-2976 ; Better, M. and Horwitz, A. H. , Methods Enz 
ymol. (1989) 178, 476-496 ; Pluckthun, A. and Skerra, A. , Methods Enzymol. 
(1989) 178, 497-515 ; Lamoyi, E. , Methods Enzymol. (1986) 121, 652-663 ; 
Rousseaux, J. et al. , Methods Enzymol. (1986) 121, 663-669 ; Bird, R. E. 
5 and Walker, B. W. , Trends Biotechnol. (1991) 9, 132-137#bb) 0 *%W\Z 

* © -#©VH-VL2f £ ffi^ © VH-VL*r t <0 IN] OOfgBR^. ^fifcift KU5 ttS SB 

*5fiWfc*ViT«rfc»*bVJfi4HPftft#tt^ 7#5V (Diabody) Xtesc (Fv) 

>h (M*fc£,'scFv#) (OT, y<7#T^I»l>77^>h) £2ojg 
^S^&T— *#fl3*1i-fct>CD*C*D, 3ft, 2^©VLi2o©VH^tJ < (P.Holliger 

20 et al., Proc. Natl. Acad. Sci. USA, 90, 6444-6448 (1993), EP404097^ W093/1 
1161^, Johnson et al. , Methods in Enzymol ogy, 203, 88-98, (1991), Hollig 
er et al., Protein Engineering, 9, 299-305, (1996), Perisic et al., Struc 
ture, 2, 1217-1226, (1994), John et al. , Protein Engineering, 12 (7), 597- 
604, . (1999), Hoi liger et al,. Proc. Natl. Acad. Sci. USA. , 90, 6444-6448, (19 

25 93), Atwell et al., Mo 1. Immunol. 33, 1301-1312, (1996)). ^7#f>f*i 
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-*l^7^f>f (scDiabody) £T2>Z£feiiri&'T?*S. ^-f7#x 

io ««tfliie*«*ts^-r*u>*-J44#K:iaiRsn^v^ R-77^>h+ 

#2~1475;E $?3;b<«3~97$/ik «Hd(f SL< «4~ 675 7 
m-eafe^o C1CD»^ pg-7 7 7 p 7>b±£3-F£n3VL<!:VH£«, -tCDM© 

15 u >*-*»«vifcje>, iPi-«±ovL«i:VH©iwc***iaf^3fts*i:sr, mmnm 

20 #589i£*tt*sc(Fv)2rau 2o©VH&tf2:3<Z>VL£U >*-^T^bT 

' — *jfifcLfcfi^flsfitflcT** (Hudson et ak J Immunol. Methods 1999; 
231:177-189) . sc(Fv)2tt, £fiffi#*te®ffi^fcffi#£Jfc«bT, mz&K 
7=fn^hfllttS:^"r. sc(Fv)2te, $|Afcf, scFvft'J>*-Ttt*CiK:J;oT 

25 * fc 2 "3 ©YHXlX 2 ~d ®VL#, U ^ 7^ F ©N**tt£*j£ £ L TVH, 

VL VH, VL ( [VH] U>£- [VL] U CVH] 'J >#- [YL] ) ©Jifc^ 
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[VL] U>#- [VH] U>#- [VH] U>#- [VL] 
5 [VH] U>#- [VL] U>#- [VL] U>#- [VH] 
[VH] >J>#- [VH] U>#- [VL] U>#- [VL] 
[VL] U>#- [VL] U>#- [VH] U>#- [VH] 
[VL] U>#- [VH] U>#- [VL] U>#- [VH] 

*ri#:CDpJ^^^^1-^U >#-£LTte\ Jt^X^fci OiAL-#§ffi 
10 :t©^7^FU>#-, Xft£«£^U>;*7- Protein Engineering, 

9 (3), 299-305. 1996#fi) K:P^£tl3 U >jj-m%m V>* £ <h^T#§fr\ * 

10075/^, *?3;L<te3~5075/I^ M^$?^U<«5~307ayM, 4f££? 
15 £L<tel2M875/it (WAtf, 1575/1$) 

Ser 

GlySer 

Gly • Gly • Ser 
20 Ser • Gly • Gly 

Gly • Gly • Gly Ser 

Ser • Gly Gly Gly 

Gly • Gly • Gly • Gly • Ser 

Ser • Gly • Gly Gly Gly 
25 Gly Gly Gly Gly.- Gly Ser 

Ser • Gly Gly Gly Gly Gly 
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Gly Gly Gly Gly Gly Gly Ser 
Ser • Gly Gly Gly Gly Gly Gly 
(Gly Gly Gly Gly Ser) n. 
(Ser • Gly Gly Gly Gly) n 

(D-& $ ^pmm « g m izj& c x % n^^jifis^T & z. t % <, 

sc (Fv) IvmtfZ Z\ ttfT*tZ> a 

[VH] ^:/5PKU>#-(l57$/@£) [VL] ^y^HU>^-(l5T5ym) 
10 [VH] ^75PF>J>;*J- (1575/81) [VL] 

Wmi fllAfcfN-t HD+yX^vM5 F (NHS) > yX^yWSyM^l/ 
-h (DSS) , h'X (TUI^X^v-:^ 5yjW X^U—h (BS 3 ) , 
U^yW$yJ^Dh'^-h) (DSP) , v^lfX (XJ^X^^W^ 
15 v^^ntT^-^-h) (DTSSP) . x^U >^'J 3-;Ph? X (X^ v->i* S vJl^x 
y">*-h) (EGS) , X^l/>^Ul3-;i/ti7; UM7s^/H5yl^y 
*-h) U;i/*-EGS) , y/;^yM5yjPS51I (DST) , zSZJlftX? 
5y;l/?MI (?UI/*-DST) , tf^ [2- (WyWah't^^M 
. =.)V**is) JL^)l] X;P*> (BSOCOES) , h'7, [2- (^^J/WSH* 

20 *is%)V7$z.)v**>>) x^;w x;^> u^-bsocoes) &£Tc&o, 

4-3©iaft"SI^fi«*^-r*«^fctt, 30CDU 
*V»T#*l/V»fi^HPftt/W*:tt^-f T^x-f Xttsc (Fv) 2T&3 0 £©«k5fc&# 
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Sl^i'^-fciAbm »MSfc£^fiT3SSSttfttfJ;V> (MM*. Co, M. 
S. et al. . J. Immunol. (1994) 152, 2968-2976 ; Better, M. and Horwitz. A. 
E. Methods Enzymol. (1989) 178, 476-496 ; Pluckthun, A. and Skerra, A., 
Methods Enzymol. (1989) 178, 497-515 ; Lamoyi, E. , Methods Enzymol. 
5 (1986) 121, 652-663 ; Rousseaux, J. et al. , Methods Enzymol. (1986) 121, 
663-669 ; Bird, R. E. and Walker, B. W. , Trends Biotechnol. (1991) 9. 
132-137#flS) c 

10 tnfcOjgmWtVXs ^Ux^l/>^>J3-;V (PEG) m<D&mft=? 

15 *^HjTM$n^K^^-fii|#M14in#:(bispecific antibody) Tab 

&g|$&£WT * -fiifftt^T * o T «k L , ® ttSH££flMfc*« -5 ^ 
©IHJftl»iFtt»Jt*l8llfctT'bJ;V>. Z10*£, LTV»<5»I1hK: 

20 *mmwm&mn&ftm2Ttmmmm\z#AmzBm&zx.s mmmmomm 

Srlt^SiiT, zi«Wfittttfl:s:4iBI^|iei6*f^«U, #S $6 
ftft©il&Maill:ft^nTl^ (fclAtf, WOOO/61739, WO02/31140& 



WO 2004/081048 



PCT/JP2004/003334 



-21- 

T^-S (Antibodies A Laboratory Manual. Ed Harlow, David Lane, Cold Spring 
Harbor Laboratory, 1988) „ 

StftOtrtlK&'oErte (Antibodies A Laboratory Manual. Ed Harlow, David Lan 
10 e, Cold Spring Harbor Laboratory, 1988) (DmfelZW&ftHD^&Z&m-T % z t 
j&s-C**. m?L\£, EL ISA , EIA , 

ria mmftmmmm : 

/^sst^tsdna^^^-^, mmm^mxr^>z.t\z^K>, toj ^5 
20 ttmz&\,*T\rA^T^mg®mz&tf%i/yi-)v*fcii>itz>. >>tfj-)v<o 
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10 

*%W\zmzmmtLT\Z, &X&mmm*&lkfrmt4>& (Congenital ame 
20 gakaryocytic thrombocytopenia; CAMT) SJffjit^TCl 
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mwfr+sm'k&fr* mmm, %itm, mm. fm&m &im* mum* 
mmmm\zwm^n^mmmmmxmnt^ zttzoTsmfc-rz z. 

io fetfti, ^/\°-5>k 7* ; ey^x^xU-Oct5^*Wfflv^n-§)o 
£Aa*#tfe>n, sms^m«is&^ «Atf7;i/3-;k ftftwcai^;-^, 

=t>ttM»ttSU f!lx.«»JV;i/^-h80 (TM) , HCO-50£#ffl LTfc J:^. 
20 ;k ^>^;U7;P3-;i/t#ffflLTt>«kVi. iKffifl. flA«U>IM*U*« 
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So 

0 2 IS, pCOS2-mfullG3O5C^*-0#j££^TBTfc5. 
El 3 pBACsurfl-hMPL-FLAG^^^-(0)ii^^^-riaT-$)-5o 
15 H4t&. pC0S2-HA-Ba/F3©a-^<T^xV thTP0tcWT*7^-X h?£tt£^ 
•fI2IT-c5So tttttt, O.D.450/655nm£^U 

0 5«, hMPL-Ba/F3c75#^-f 7^x^ thTPOKMTS Tzf-7. b7gtt£^TH 
Tfc*. Ittttt. O.D. 450/655nm£*U «tttt»fle*^-r. 
IH 6 W\ hMPL (G305C) -Ba/F30^^W 7^x-f <hhTP0fc^TS7^-X bfgtt^ 
20 ^TBT&£. Nfflltt, O.D.450/655nm£^U SMfttt*flEft^T. 
H7tt, pCOS2-hllPLfullC769T^^^-0*j5!t*^'r0T»S. 
B8«, pC0S2-hMPLfullC823A^^^-Oflldc*^-rBIT*4. 

TA136 sc{Fv)23tW#ISEWrHT»*. 
I10H PCXND3-TA136 sc (Fv) 2^*-©flffifc£35*"f 
25 H 1 1 tt, hMPL-Ba/F3*BJfite*^*TA136 db, TA136 sc (Fv) 2073*7, hfgtt 
**THT»*. «ttttO.D.450/655ni*^U, $t$Hl«M£^To 
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@12H hMPL(G305C)-Ba/F3«t*5lj-§TA136 db, TA136 sc(Fv)2©7^- 

7s h«tt£7rr@T&£ 0 m^D.45o/655nm£^u mmtmm^t 0 

Hll3te, hMPL(C769T)-Ba/F3M^*3^^TA136 db, TA136 sc (Fv) 2<D7zf~ 

X t>«£^T0T&6. *MteO.D.450/655nm£*U IIBil^^. 

5 01 4(1 hMPL (C823A) -Ba/F3ii«^:fett3TA136 db, TA136 sc (Fv) 2©7zf- 

7* bm±*7Klrm~t:&Z>o ,M«0.D.450/655mii^^U, ffi.m\mm%^-r B 

CAMTH#lrl,6n^ hn>#^-rx^>gWii{H«MO5^G305C (R102 
P) l^£&^S^1fifc#££nTV>3o ^£T*, ^T<D^STG305C (R102P) 

15 ^m^ohuyt^ji^y^mmi^^mm^^-^mmL, Ba/F3» 

ite^cDM^n K^^OSSgOita^G^CKfi^bfcmfc^ (I2?iJ#-*t : 
3) £f£®[L£. ^ne»©DNAirjt^^J»^EcoRL SallT^HrU KM&fS 
§affl^^-pC0S2-Ha<7)EcoRI, Sall^-f hfl^AL, pC0S2-hMPLfull 1 ) , 

20 &£tfpCOS2-hMPLfullG305C (0 2) ZftULTc. 

pC0S2-hMPLIull, pC0S2-hMPLf ul 1G305C. MWr-f ^>fn-Jl/tLT 
pC0S2-Ha£pvuI#tJIt£, ^n^tl20^g^Ba/F3«COT©^T h7>X7x 
^hUfec GENE PULSER II (BIO-RAD) £JS^, lxlO 7 cells/ml in PBS, Gene Pu 
lser. Cuvette 0. 4cm, 0. 33kV, 950jtiF©&#T®fc : ?£AU&&, J88I&RPMI164 

25 0, 10X FBS, lng/ml rmIL3 (Pepro tech) , 500Mg/ml Genet icin (GIBCO) , 100 
unit/il ^-f>U>, 100jLtg/ml X hl/^h V-f y>t:^ATi)l$Ittfc 0 



WO 2004/081048 



PCT/JP2004/003334 



-26- 

^(d^m, ^n?ft<D^2*-frzmi-ummi&, m?i (G305O-Ba/F3M, p 

bfec t h h □ >^#^ lf>S§#:0 W h'^ > (Gln26-Trp491) ©T^St 
^FLAG^^^MiObfejl^^^Mb, pBACsurf-1 (Novagen) ©Pstl-SmallM 
H'ifAU pBACsurf 1 -hMPL-FLAG (0 3) £{1^L£o A^aO^-f 

BS^F^^>S:^»b'5^jife : ?^^$n/ J c (@33Wt: 5) „ Bac-N-Blue Tr 
ansfection Kit (Invitrogen) €:fflV\ hi^tt<£>7°D bzi--;i4;:^V:>, 4^g 
(D*^^^-^Sf9iBflSfc h7>X7x^7 bbfe. igS3B^i&it±?i£[I]iKU 
^7-^7yt^lM^H«Lf;, ^mh-y^lfm Sf9 
15 SBMfc^^^ ^<Dtm±m%\3li&Lfz 0 %'bnrzfm±mm Sepharose Fas 
t Flow (7 7iKy7) \ZWMZ J £tz'&, 500mM NaCK 0.0U Tween-20£#tfPBS 
«U« M2 Affinity Resin (Sigma) tc®*$-&fco lOOmM Glycine-HCl, 0.0 
IS! Tween20 (pH3. 5) TMIt, E^KIM Tris-Cl (pH8. 0) t££D*fnU Super 
dex 200 26/60(CJ:Dy;P5ii^DVh^f^ll©bfc (0.01% Tween20£^t?PBS 

20 mm) . 

i$mm 3 ] in; h □ x^ygmfctf,®.^ 7^xf 

n£TP0R«fl. H ^ >^ >/1 7 100 tig. 2 m @ M50 m g 
•f^f+7IUMRL/lprT77;{r^b, £&£»P3-X63-Ag8-Ul (P3U1) IBIJfiiO 
25 ;W^J F-V^^Lfe. M^>A^^^V^cELISA7^-fe-f Tirihn>« 
x^>^W^f*^^§ A ^yij K-Ttt^WLfc (VB08B, VB45B, V 
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B033, VB140> VB157) . 

hMPL-Ba/F3fflJ&£Balb/CV<?;U;:l. OxIO'mro.l MWfr 5 * ft OR! 

irowttrts-su n-ii®^^ rattt;w^u ^hp> 
3S^i^>s«M^#*af4 , r*/w^u H-Tsawbfc ctai36> . 

□ > ^ bmsiB^y b fto l fzmm&m k:*^*c** kflag* ^© 

tfV>&^7#5 tf -r*&? (VB08B db, VB45B db, VB033 db, VB140 db, VB157 d 
b, TA136 db) £t£itb, Hi»IIIIJft5fi5Sffl^^^-pCXND3fc*AL/fc (pCXND3-VB08 
B db, PCXND3-VB45B db, pCXND3-VB033 db, pCXND3-VB140 db, pCXND3-VB157 db, 
10 PCXND3-TA136 db) . imZtirz&^Z ?-%WSimmzmAL. -t©*«±»* 
tg*3 a@tc[HiRLfe. #6tlfc««±i»1»<0^-f 7#x-f *£ttM28i# (Sigm 
a) fcffl^&BIAcore (7 7^5/7) TSSbfc. 

C«0>J4) Ba/F3i(8l§a*0^>r7^7 s >rffi#tt7yfe'f 

15 pCOS2-HA-Ba/F3MJ3S, hMPL_Ba/F3;M, hMPL (G305C) -Ba/F3»Bfi©-e*tfe*l*, 
2. OxlO 5 cells/ml KfcSck 5 fcHtifc (RPMI1640, 10% FBS, lOOunit/ml ^~->U 
>, lOOjtig/ml 7> hW7hT-f*») fclfrffiU 60Ml/wellT96well plated 
ftl/fc. hTPO (R&D, 3»jRS25Mg/mltfeS«fc5fcCH0-S-SFM 1 1 TIME) idiabod 
y/C0S7 sup (VB08B db, VB45B db, VB033 db, VB140 db, VB157 db, TA136 db, 

20 W^ftxl,x3,x9,x27,x81,x243KCH0-S-SFM IIT9ME) £40/* l/wellT#&bT 
Z4«fM**bfcft, 10/il/wellTCell Count Reagent (^^-f) £in;L, 2B# 
m#*&K:0.D.450/655M«!l£Lfc D hMPL (G305C) -Ba/F3«TtehTP 

*^-&»ai _ *hMPLJBa/F3IBIJ!at^'r*7^r:^h«ttOSViTA136 db (E 
25 ^iJ#-t : 7) hMPL (G305C) -Ba/F3»ftfc*fbT3lV»7=f^ hffittfe^bfc 
(04-6) o 
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fc*, mm^r: 8©7Sy«#*49~54j&t»*CDRlK:, 69~84#«RCDR2fc, 
117~123^SfICDR3K, 163M74#e&CDRlK* 190M96/^MCDR2£, 229-23 
7^»R3(cffi^1-§o 

5 (^M5) u/nmmw<Dm±L (2) 

•SC769T (R257C), *5 e fclXC823A(P275T)^MStfO hD>^^x^>^#:me 

SWit^T (@2»^: 1) ©F^3 F>/0^769#@©«^C^e.T^g«|b 
10 TzMfc? (K2Wf : 9) , *«fctW23#B©tt**C^6Afc«iLfc*eT QE 
11) Sf^ttbfc. ^n&ODNAWM-SIWIS»*EcoRL SallTMflBrU 
WMI!a^31ffl^^^-pCOS2-Ha©EcoRL SalllM hfc*AbpC0S2-hMPLfullC7 
69T (0 7) , ££l^pC0S2-hMPLfullC823A (HI 8) £tfMKLfc. 
pC0S2-hMPLfullC769T, pCOS2-hMPLfullC823A£pvu I mW&, ^-Wtl20/ig£B 
15 a/F3»l:OT©^1?h7>77i^ hbfc. GENE PULSER II (BIO-RAD) £JS 
K lxlO 7 Cells/ml in PBS, Gene Pulser Cuvette 0.4cm, 0. 33kV, 950/zF<D^ 
#TitfcT*SAbfcl£, i£tti£RPMI1640, 10* FBS, lng/ml rmIL3 (Pepro tech), 
500/zg/ml Geneticin(GIBCO), lOOunit/ml ^x~>U>, 100/zg/ml 7hl//h7 

^ft^ft©^*-fr£>hMPL(C769 
20 T) -Ba/F3M, hMPL (C823A) -Ba/F3!Rfitt#*ft 6 tlfc. 

C£«&09 6 ] fit h D X^>g^#:fit{*sc (FV) 2©f1M8 

M^OpCXND3-TA136 db*fflUT&T©¥8jfc<k OTA136 sc (Fv) 2itfe^^^ 
Lfc. (19), 

25 77-fT-A (TAGAATTCCACCATGAGAGTGCTGATTCCTTTGTGGCTGTTCACAGCCTTTCCTGGTA 
CCCTGTCTGATGTGCAGCTGCAGG/S^iJ^-Sf : 15) h~fy y i B (TGGGTGAGAACAATTT 
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GCGATCCGCCACCACCCGAACCACCACCACCCGAACCACCACCACCTGAGGAGACGGTGACTGAGG/iB^iJ 
#■*: 16) (DUfr&t)^ &«fctf75-l"?-C (CAGTCACCGTCTCCTCAGGTGGTGGTGG 
TTCGGGTGGTGGTGGTTCGGGTGGTGGCGGATCGCAAATTGTTCTCACCCAGTC/@a^!I#-^ : 1 7 ) 
1 7° y -i T-D (ATTGCGGCCGCTTATCACTTATCGTCGTCATCCTTGTAGTCTTTGATTTCCAGCTTGG 
5 TG/12»-^: 18) ©M^t»-&T^n^nPCR^fTV^ -en^n©^©^ 
Mr>^^-hi:U ^l-^-Aty^-rT-DTTOKRSfTo/tc &&n& 
ti8OObp0DNABrfr£ffll!H^EcoRL fc<fctfNotITilMfeU pBacPAK9 (CLONTECHtt 
81) ^n-n^U pBacPAK9-scTA136£tfnRl/fc. 

pBacPAK9-scTA136£x>yu—h<!:U y^Kv-E (GATGTGCAGCTGCAGG 
10 AGTCGGGAC/SBMS-^ : 19) t^y-i^-f (CCTGCAGCTGCACATCCGATCCACCGCCTCC 
CGAACCACCACCACCCGATCCACCACCTCCTTTGATTTCCAGCTTGGTGC/I3?'JS-^ : 2 0 ) TPCR 

*&800bp<&DNA»rtf*£pGEM-T Easy^^- (PromegatiSD ^\^o--> 

&£££l0ttBf*, WIRBfcPvuIlTfilWfeU #5n&j9800bp©DNA»rfi-£pBac 
15 PAK9-scTA136<£>PvuII+K Hc#AU pBacPAK9-TA136 sc (Fv) 2£fls@Lfc„ fls» 
U ^ £ * - £ ffrMlff EcoRIcfe «fc tfNo t lT?$Bfc U » 1 600bp ©DNA$t fir £S8H^ 
£*-pCXND3fc£n-->£fU PCXND3-TA136 sc (Fv) 2*fls«t,& (IE2Wf : 
13) (110) . 

20 mmM 7 ] TA136 dM3 «fctfTA136 sc (F) 2©TP0#7=f-7. h«tf>M 

PCXND3-TA136 db, £«fctfpCXND3-TA136 sc(Fv)2*C0S7JBifit#Ab, Ztl^tl 
©**±i****3 HafcEHXUfc. #6nfcig«±?»+©Diabody»flEJiM2*tft: 
(Sigma) SfflVifcBIAcore (7 7^-7^7) 7fJt*Ufc. 
hMPL-Ba/F3lfflR hMPL (G305C) -Ba/F3M, hMPL (C769T) -Ba/F3«, hMPL (C823 
25 A)-Ba/F3«<£^ft^n£4.0xl0 5 cells/mH;:fc3J;5£i§i&(RPMI1640, 10X FB 
S, lOOunit/ml ^zyiJX lOOjug/ml X h l^h"?f v» IcfKL, 60jul/we 
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HT96well platefc^abfc. hTPO (MDft) <h±teCOS7«J£«±tf£40£i 1/we 
HT#£LT24B^i£»bfd£, 10 a 1/wel l^Cel 1 Count Reagent (-ftiv-i) 
SJO*.* 2 IWSSiBcO. D. 450/655nmffite U&. 

TA136 sc(Fv)2te, 3S© hO>##>f X^>3g#gW*±TK:fc 
5 ^ThTPO^TA136 db«fc 0 fe3 e>lC^Vi7^-7. (Hi 2, Hi 3, 

HI 4) . SEfc, iE^ho>^/J?'l'X5 L >§^#:*^T'S)nMPL-Ba/F3^1ia^*3 
ViTtt, TA136 dbtthTPO«kOfeSV^ttU^$^ofc*<, sc (Fv) 2ftrTS*fc 

i) . 

10 

ff^n^w^ipij^nT^o . fflA«A©»fi : ?s!fc*&Lfcis* 
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2. U#>H/W#Tfc5C££#f*£T5, 1 fc|Btt©U#> K. 

4. IMP, 75yKE59©»fceH-rsS*#Tft*Ci:*«f«i: 
, If 1~3 O Vi1*tl*» fcBE*© U #> Ho 

6. &&&^i>m&<Dmmtfc?T\/*%&&ftT&Z>Z.t%ffiSl£T2>* if 



1 ~ 5 ©Vi-ftl^(CE«©>J #> Ho 
9 . <£#^{fcjn#;^-f 7^7-V TfcS, 8 fcfBSc© U #> Ho 

12. f r $ ; if itest§»Ti&§ : t^^it^, 
20 if ^JH 1 0 1 i (cism©^?io 

mttZs m^mi o~i 2 ©nm^ icib*©^. 
. in$3 10-13 ©v»i* n*»tffi«o^ae. 
mt-r^. tmmi o~i 4©v^rn^^i2ic©^. 
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1 8. OTOIg^ttf, ^»l:^lT7to h«tt$ft§U^> 

(a) IE^^#{cM1"^T^-X h^#<£SteT6XS, 

(b) ^J|g^#K*rf 37^-7, Kfgtt^teTSX®, 

(c) IE^W£iti|&LT, ^S^#:l'43ViT^Vi7n-X bStt£W 

-f3u#>F£jHR-r3x?s 

2 o. ^yoxm^ts, &m%®fat]En%®mzttLT7zi-7> hm±z 

(a) jE^SWfcftTSTrf-X h«^S'J^T^Xiii, 

(b) ^^W(c^T^7^-X h^tt^pJJ^T^Xg, 

(c) IE^gW<Ji^^^#©^t7^X hfgtt^WTS U #> F£ 
jUtRTSXS 

2 1. U#>K#fft#-e&5, ffiimi 8-2 0CDV»t*n^K:|B«OX^U- 

2 2. flfcfcgl 8-2 i©^m^ra«©x^u-->^ifcj;Df#6n 
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3 izumvmmmo 

2 5. U #> Hj^tt#T*S, lf« 2 3 teiBifcOtefSIS. 
2 6. £££&#?&t» 75 7 ra^BT5§t#TS^ I i^Hfiif 5, 
5 gff$£ 2 3-2 5 OViTn^fcE«©J&*H. 

mt?%, nimz 3~2 6©v>ma»fi:E«0j&*3n. 

10 2 9. ^«*«^55tt^g**ttA/h**^-e»*, 2 3-2 8 © Wf 
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1 0 
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Pvul 




Amp 1 



CMVIEIWNVU-- 

Bata Actin^P*-* 

} j[f , /Xbal 
I EcoRI 



pCXND3-TA136sc(FV)2 




TA136sc(FV)2 



Sv40 Ori. 



Hindlll 




f/^Notl 
Beta globin poly A 



DHFR 
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SEQUENCE LISTING 

<110> CHUGAI SEIYAKU KABUSHIKI KAISHA 

<120> Agonistic ligands against receptor variant 

<130> C1-A0303P 

<150> JP 2003-067832 

<151> 2003-03-13 

<160> 20 

<170> Patentln version 3. 1 

<210> 1 

<211> 1924 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (11).. (1918) 

<223> 



<400> 1 



WO 2004/081048 



PCT/JP2004/003334 



2/7 4 

gaattccacc atg ccc tec tgg gec etc ttc atg gtc acc tec tgc etc 49 

Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu 

1 5 10 

etc ctg gec cct caa aac ctg gee caa gtc age age caa gat gtc tec 97 
Leu Leu Ala Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser 
15 20 25 

ttg ctg gca tea gac tea gag ccc ctg aag tgt ttc tec cga aca ttt 145 
Leu Leu Ala Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe 
30 35 40 45 

gag gac etc act tgc ttc tgg gat gag gaa gag gca gcg ccc agt ggg 193 
Glu Asp Leu Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly 
50 55 60 

aca tac cag ctg ctg tat gec tac ccg egg gag aag ccc cgt get tgc 241 
Thr Tyr Gin Leii Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys 
65 70 75 

ccc ctg agt tec cag age atg ccc cac ttt gga acc cga tac gtg tgc 289 
Pro Leu Ser Ser Gin Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys 
80 85 90 

cag ttt cca gac cag gag gaa gtg cgt etc ttc ttt ccg ctg cac etc 337 
Gin Phe Pro Asp Gin Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu 
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95 100 105 

tgg gtg aag aat gtg ttc eta aac cag act egg act cag cga gtc etc 385 
Trp Val Lys Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu 
110 115 120 125 



ttt gtg gac agt gta ggc ctg ccg get ccc ccc agt ate ate aag gee 433 
Phe Val Asp Ser Val Gly Leu Pro Ala Pro Pro Ser He He Lys Ala 
130 135 140 



atg ggt ggg age cag cca ggg gaa ctt cag ate age tgg gag gag cca 481 
Met Gly Gly Ser Gin Pro Gly Glu Leu Gin He Ser Trp Glu Glu Pro 
145 150 155 



get cca gaa ate agt gat ttc ctg agg tac gaa etc cgc tat ggc ccc 529 

Ala Pro Glu He Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro 
160 165 170 

aga gat ccc aag aac tec act ggt ccc acg gtc ata cag ctg att gee 577 

Arg Asp Pro Lys Asn Ser Thr Gly Pro Thr Val He Gin Leu lie Ala 
175 180 185 



aca gaa ace tgc tgc cct get ctg cag aga cct cac tea gee tct get 625 
Thr Glu Thr Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala 
190 19.5 200 205 
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ctg gac cag tct cca tgt get cag ccc aca atg ccc tgg caa gat gga 673 
Leu Asp Gin Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly 
210 215 220 

cca aag cag acc tec cca agt aga gaa get tea get ctg aca gca gag 721 
Pro Lys Gin Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu 
225 230 235 

ggt gga age tgc etc ate tea gga etc cag cct ggc aac tec tac tgg 769 
Gly Gly Ser Cys Leu He Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp 
240 245 250 

ctg cag ctg cgc age gaa cct gat ggg ate tec etc ggt ggc tec tgg 817 
Leu Gin Leu Arg Ser Glu Pro Asp Gly lie Ser Leu Gly Gly Ser Trp 
255 260 265 

gga tec tgg tec etc cct gtg act gtg gac ctg cct gga gat gca gtg 865 
Gly Ser Trp Ser Leu Pro Val Thr Val Asp Leu Pro Gly Asp Ala Val 
270 275 280 285 

gca ctt gga ctg caa tgc ttt acc ttg gac ctg aag aat gtt acc tgt 913 
Ala Leu Gly Leu Gin Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys 
290 295 300 

caa tgg cag caa cag gac cat get age tec caa ggc ttc ttc tac cac 961 
Gin Trp Gin Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His 
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305 310 315 

age agg gca egg tgc tgc.ccc aga gac agg tac ccc ate tgg gag aac 1009 
Ser Arg Ala Arg Cys Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn 
320 325 330 

tgc gaa gag gaa gag aaa aca aat cca gga eta cag ace cca cag ttc 1057 
Cys Glu Glu Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe 
335 340 345 

tct cgc tgc cac ttc aag tea cga aat gac age att att cac ate ctt 1105 
Ser Arg Cys His Phe Lys Ser Arg Asn Asp Ser He He His He Leu 
350 355 360 365 

gtg gag gtg ace aca gee ccg ggt act gtt cac age tac ctg ggc tec 1153 
Val Glu Val Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser 
370 375 380 

cct ttc tgg ate cac cag get gtg cgc etc ccc ace cca aac ttg cac 1201 
Pro Phe Trp He His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His 
385 390 395 

tgg agg gag ate tec agt ggg cat ctg gaa ttg gag tgg cag cac cca 1249 
Trp Arg Glu lie Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro 
400 405 410 
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teg tec tgg gca gee caa gag ace tgt tat caa etc cga tac aca gga 1297 
Ser Ser Trp Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly 
415 420 425 

gaa ggc cat cag gac tgg aag gtg ctg gag ccg cct etc ggg gee cga 1345 
Glu Gly His Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg 
430 435 440 445 

gga ggg ace ctg gag ctg cgc ccg cga tct cgc tac cgt tta cag ctg 1393 
Gly Gly Thr Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu 
450 455 460 

cgc gec agg etc aac ggc ccc acc tac caa ggt ccc tgg age teg tgg 1441 
Arg Ala Arg Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp 
465 470 475 

teg gac cca act agg gtg gag acc gec acc gag acc gec tgg ate tec 1489 
Ser Asp Pro Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp He Ser 
480 485 490 

ttg gtg acc get ctg cat eta gtg ctg ggc etc age gec gtc ctg ggc 1537 
Leu Val Thr Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly 
495 500 505 

ctg ctg ctg ctg agg tgg cag ttt cct gca cac tac agg aga ctg agg 1585 
Leu Leu Leu Leu Arg Trp Gin Phe Pro Ala His Tyr Arg Arg Leu Arg 
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510 515 520 525 

cat gcc ctg tgg ccc tea ctt cca gac ctg cac egg gtc eta ggc cag 1633 
His Ala Leu Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin 
530 535 540 

tac ctt agg gac act gca gcc ctg age ccg ccc aag gcc aca gtc tea 1681 
Tyr Leu Arg Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser 
545 550 555 

gat acc tgt gaa gaa gtg gaa ccc age etc ctt gaa ate etc ccc aag 1729 
Asp Thr Cys Glu Glu Val Glu Pro Ser Leu Leu Glu He Leu Pro Lys 
560 565 570 

tec tea gag agg act cct ttg ccc ctg tgt tec tec cag gcc cag atg 1777 
Ser Ser Glu Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met 
575 580 585 

gac tac cga aga ttg cag cct tct tgc ctg ggg acc atg ccc ctg tct 1825 
Asp Tyr Arg Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser 
590 595 600 605 

gtg tgc cca ccc atg get gag tea ggg tec tgc tgt acc acc cac att 1873 
Val Cys Pro Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His He 
610 . 615 620 
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gcc aac cat tec tac eta cca eta age tat tgg cag cag cct tga 
Ala Asn His Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 



1918 



gtcgac 



1924 



<210> 2 

<211> 635 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu Leu Leu Ala 
15 10 15 

Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser Leu Leu Ala 
20 25 30 

Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe Glu Asp Leu 
35 40 45 

Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly Thr Tyr Gin 
50 55 60 

Leu Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys Pro Leu Ser 
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65 70 75 80 

Ser Gin Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys Gin Phe Pro 
85 90 95 

Asp Gin Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu Trp Val Lys 
100 105 110 

Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu Phe Val Asp 
115 120 125 

Ser Val Gly Leu Pro Ala Pro Pro Ser He He Lys Ala Met Gly Gly 
130 135 140 

Ser Gin Pro Gly Glu Leu Gin He Ser Trp Glu Glu Pro Ala Pro Glu 
145 150 155 160 

He Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro Arg Asp Pro 
165 170 175 

Lys Asn Ser Thr Gly Pro Thr Val He Gin Leu lie Ala Thr Glu Thr 
180 185 190 



Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala Leu Asp Gin 
195 200 205 
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Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly Pro Lys Gin 
210 215 220 

Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu Gly Gly Ser 
225 230 235 240 

Cys Leu He Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp Leu Gin Leu 
245 250 255 

Arg Ser Glu Pro Asp Gly He Ser Leu Gly Gly Ser Trp Gly Ser Trp 
260 265 270 

Ser Leu Pro Val Thr Val Asp Leu Pro Gly Asp Ala Val Ala Leu Gly 
275 280 285 

Leu Gin Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys Gin Trp Gin 
290 295 300 

Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His Ser Arg Ala 
305 310 315 320 

Arg Cys Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn Cys Glu Glu 
325 330 335 



Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe Ser Arg Cys 
340 345 350 
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His Phe Lys Ser Arg Asn Asp Ser He lie His lie Leu Val Glu Val 
355 360 365 

Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser Pro Phe Trp 
370 375 380 

He His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His Trp Arg Glu 
385 390 395 400 

He Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro Ser Ser Trp 
405 410 415 

Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly Glu Gly His 
420 425 430 

Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg Gly Gly Thr 
435 440 445 

Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu Arg Ala Arg 
450 455 460 

Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp Ser Asp Pro 
465 . 470 475 480 

Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp He Ser Leu Val Thr 
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485 490 495 

Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly Leu Leu Leu 
500 505 510 

Leu Arg Trp Gin Phe Pro Ala His Tyr Arg Arg Leu Arg His Ala Leu 
515 520 525 

Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin Tyr Leu Arg 
530 535 540 

Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser Asp Thr Cys 
545 550 555 560 

Glu Glu Val Glu Pro Ser Leu Leu Glu lie Leu Pro Lys Ser Ser Glu 
565 570 575 

Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met Asp Tyr Arg 
580 585 590 

' Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser Val Cys Pro 
595 600 605 



Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His lie Ala Asn His 
610 . 615 620 
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Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 

<210> 3 

<211> 1924 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (11).. (1918) 

<223> 

<400> 3 

gaattccacc atg ccc tec tgg gec etc ttc atg gtc acc tec tgc etc 49 

Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu 

1 ' 5 10 

etc ctg gec cct caa aac ctg gec caa gtc age age caa gat gtc tec 97 
Leu Leu Ala Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser 
15 20 25 

ttg ctg gca tea gac tea gag ccc ctg aag tgt ttc tec cga aca ttt 145 
Leu Leu Ala Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe 
30 35 40 45 
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gag gac etc act tgc ttc tgg gat gag gaa gag gca gcg ccc agt ggg 193 
Glu Asp Leu Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly 
50 55 60 

aca tac cag ctg ctg tat gee tac ccg egg gag aag ccc cgt get tgc 241 
Thr Tyr Gin Leu Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys 
65 70 75 

ccc ctg agt tec cag age atg ccc cac ttt gga acc cga tac gtg tgc 289 
Pro Leu Ser Ser Gin Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys 
80 85 90 

cag ttt cca gac cag gag gaa gtg cct etc ttc ttt ccg ctg cac etc 337 
Gin Phe Pro Asp Gin Glu Glu Val Pro Leu Phe Phe Pro Leu His Leu 
95 100 105 

tgg gtg aag aat'gtg ttc eta aac cag act egg act cag cga gtc etc 385 
Trp Val Lys Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu 
110 • 115 120 125 

ttt gtg gac agt gta ggc ctg ccg get ccc ccc agt ate ate aag gee 433 
Phe Val Asp Ser Val Gly Leu Pro Ala Pro Pro Ser He He Lys Ala 
130 135 140 



atg ggt ggg age cag cca ggg gaa ctt cag ate age tgg gag gag cca 481 
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Met Gly Gly Ser Gin Pro Gly Glu Leu Gin lie Ser Trp Glu Glu Pro 
145 150 155 

get cca gaa ate agt gat ttc ctg agg tac gaa etc cgc tat ggc ccc 529 
Ala Pro Glu He Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro 
160 165 170 

aga gat ccc aag aac tec act ggt ccc acg gtc ata cag ctg att gee 577 
Arg Asp Pro Lys Asn Ser Thr Gly Pro Thr Val He Gin Leu He Ala 
175 180 185 

aca gaa acc tgc tgc cct get ctg cag aga cct cac tea gee tct get 625 
Thr Glu Thr Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala 
190 195 200 205 

ctg gac cag tct cca tgt get cag ccc aca atg ccc tgg caa gat gga 673 
Leu Asp Gin Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly 
210 215 220 

cca aag cag acc tec cca agt aga gaa get tea get ctg aca gca gag 721 
Pro Lys Gin Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu 
225 230 235 

ggt gga age tgc etc ate tea gga etc cag cct ggc aac tec tac tgg 769 
Gly Gly Ser Cys Leu lie Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp 
240 245 250 
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ctg cag ctg cgc age gaa cct gat ggg ate tec etc ggt ggc tec tgg 817 
Leu Gin Leu Arg Ser Glu Pro Asp Gly lie Ser Leu Gly Gly Ser Trp 
255 260 265 

gga tec tgg tec etc cct gtg act gtg gac ctg cct gga gat gca gtg 865 
Gly Ser Trp Ser Leu Pro Val Thr Val Asp Leu Pro Gly Asp Ala Val 
270 275 280 285 

gca ctt gga ctg caa tgc ttt acc ttg gac ctg aag aat gtt acc tgt 913 
Ala Leu Gly Leu Gin Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys 
290 295 300 

caa tgg cag caa cag gac cat get age tec caa ggc ttc ttc tac cac 961 
Gin Trp Gin Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His 
305 310 315 

age agg gca egg tgc tgc ccc aga gac agg tac ccc ate tgg gag aac 1009 
Ser Arg Ala Arg Cys Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn 
320 325 330 

tgc gaa gag gaa gag aaa aca aat cca gga eta cag acc cca cag ttc 1057 
Cys Glu Glu Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe 
335 340 345 

tct cgc tgc cac ttc aag tea cga aat gac age att att cac ate ctt 1105 
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Ser Arg Cys His Phe Lys Ser Arg Asn Asp Ser He He His He Leu 
350 355 360 365 

gtg gag gtg acc aca gcc ccg ggt act gtt cac age tac ctg ggc tec 1153 
Val Glu Yal Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser 
370 375 380 

cct ttc tgg ate cac cag get gtg cgc etc ccc acc cca aac ttg cac 1201 
Pro Phe Trp lie His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His 
385 390 395 

tgg agg gag ate tec agt ggg cat ctg gaa ttg gag tgg cag cac cca 1249 
Trp Arg Glu He Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro 
400 405 410 

teg tec tgg gca gcc caa gag acc tgt tat caa etc cga tac aca gga 1297 
Ser Ser Trp Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly 
415 420 425 

gaa ggc cat cag gac tgg aag gtg ctg gag ccg cct etc ggg gcc cga 1345 
Glu Gly His Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg 
430 435 440 445 

gga ggg acc ctg gag ctg cgc ccg cga tct cgc tac cgt tta cag ctg 1393 
Gly Gly Thr Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu 
450 455 460 
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cgc gcc agg etc aac ggc ccc acc tac caa ggt ccc tgg age teg tgg 1441 

Arg Ala Arg Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp 
465 470 475 

teg gac cca act agg gtg gag acc gcc acc gag acc gcc tgg ate tec 1489 

Ser Asp Pro Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp He Ser 
480 485 490 

ttg gtg acc get ctg cat eta gtg ctg ggc etc age gcc gtc ctg ggc 1537 

Leu Val Thr Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly 
495 500 505 

ctg ctg ctg ctg agg tgg cag ttt cct gca cac tac agg aga ctg agg 1585 

Leu Leu Leu Leu Arg Trp Gin Phe Pro Ala His Tyr Arg Arg Leu Arg 

510 515 520 525 

cat gcc ctg tgg ccc tea ctt cca gac ctg cac egg gtc eta ggc cag 1633 

His Ala Leu Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin 

530 535 540 

tac ctt agg gac act gca gcc ctg age ccg ccc aag gcc aca gtc tea 1681 

Tyr Leu Arg Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser 
545 550 555 

gat acc tgt gaa gaa gtg gaa ccc age etc ctt gaa ate etc ccc aag 1729 
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Asp Thr Cys Glu Glu Val Glu Pro Ser Leu Leu Glu lie Leu Pro Lys 
560 565 570 

tec tea gag agg act cct ttg ccc ctg tgt tec tec cag gee cag atg 1777 
Ser Ser Glu Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met 
575 580 585 

gac tac cga aga ttg cag cct tct tgc ctg ggg ace atg ccc ctg tct 1825 
Asp Tyr Arg Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser 
590 595 600 605 

gtg tgc cca ccc atg get gag tea ggg tec tgc tgt ace ace cac att 1873 
Val Cys Pro Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His He 
610 615 620 

gec aac cat tec tac eta cca eta age tat tgg cag cag cct tga 1918 
Ala Asn His Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 

gtcgac 1924 



<210> 4 

<211> 635 

<212> PRT 

<213> Homo sapiens 
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2 0/7 4 



<400> 4 

Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu Leu Leu Ala 
15 10 15 

Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser Leu Leu Ala 
20 25 30 

Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe Glu Asp Leu 
35 40 45 

Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly Thr Tyr Gin 
50 55 60 

Leu Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys Pro Leu Ser 
65 70 75 80 

Ser Gin Ser Met' Pro His Phe Gly Thr Arg Tyr Val Cys Gin Phe Pro 
85 90 95 

Asp Gin Glu Glu Val Pro Leu Phe Phe Pro Leu His Leu Trp Val Lys 
100 105 110 



Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu Phe Val Asp 
115 120 125 
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Ser Val Gly Leu Pro Ala Pro Pro Ser He lie Lys Ala Met Gly Gly 
130 135 140 

Ser Gin Pro Gly Glu Leu Gin lie Ser Trp Glu Glu Pro Ala Pro Glu 
145 150 155 160 

lie Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro Arg Asp Pro 
165 170 175 

Lys Asn Ser Thr Gly Pro Thr Val He Gin Leu He Ala Thr Glu Thr 
180 185 190 

Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala Leu Asp Gin 
195 200 205 

Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly Pro Lys Gin 
210 215 220 

Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu Gly Gly Ser 
225 230 235 240 

Cys Leu lie Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp Leu Gin Leu 
245 250 255 



Arg Ser Glu Pro Asp Gly He Ser Leu Gly Gly Ser Trp Gly Ser Trp 
260 265 270 
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Ser Leu Pro Val Thr Val Asp Leu Pro Gly Asp Ala Yal Ala Leu Gly 
275 280 285 

Leu Gin Cys'Phe Thr Leu Asp Leu Lys Asn Val Thr Cys Gin Trp Gin 
290 295 300 

Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His Ser Arg Ala 
305 310 315 320 

Arg Cys Cys Pro Arg Asp Arg Tyr Pro lie Trp Glu Asn Cys Glu Glu 
325 330 335 

Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe Ser Arg Cys 
340 345 350 

His Phe Lys Ser Arg Asn Asp Ser He lie His He Leu Val Glu Val 
355 360 365 

Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser Pro Phe Trp 
370 375 380 

lie His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His Trp Arg Glu 
385 . 390 395 400 

He Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro Ser Ser Trp 
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405 410 415 

Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly Glu Gly His 
420 425 430 

Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg Gly Gly Thr 
435 440 445 

Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu Arg Ala Arg 
450 455 460 

Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp Ser Asp Pro 
465 470 475 480 

Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp lie Ser Leu Val Thr 
485 490 495 

Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly Leu Leu Leu 
500 505 510 

Leu Arg Trp Gin Phe Pro Ala His Tyr Arg Arg Leu Arg His Ala Leu 
515 520 525 



Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin Tyr Leu Arg 
530 . 535 540 
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Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser Asp Thr Cys 
545 550 555 560 

Glu Glu Val Glu Pro Ser Leu Leu Glu He Leu Pro Lys Ser Ser Glu 
565 570 575 

Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met Asp Tyr Arg 
580 585 590 

Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser Val Cys Pro 
595 600 605 

Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His He Ala Asn His 
610 615 620 

Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 



<210> 5 

<211> 1506 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 
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<222> (1).. (1506) 
<223> 

<400> 5 

atg gta age get att gtt tta tat gtg ctt ttg gcg gcg gcg gcg cat 48 
Met Yal Ser Ala He Val Leu Tyr Val Leu Leu Ala Ala Ala Ala His 
15 10 15 

tct gec ttt gcg gat ctg cat caa gat gtc tec ttg ctg gca tea gac 96 
Ser Ala Phe Ala Asp Leu His Gin Asp Val Ser Leu Leu Ala Ser Asp 
20 25 30 

tea gag ccc ctg aag tgt ttc tec cga aca ttt gag gac etc act tgc 144 
Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe Glu Asp Leu Thr Cys 
35 40 45 

ttc tgg gat gag gaa gag gca gcg ccc agt ggg aca tac cag ctg ctg 192 
Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly Thr Tyr Gin Leu Leu 
50 55 60 

tat gec tac ccg egg gag aag ccc cgt get tgc ccc ctg agt tec cag 240 
Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys Pro Leu Ser Ser Gin 
65 70 75 80 

age atg ccc cac ttt gga acc cga tac gtg tgc cag ttt cca gac cag 288 
Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys Gin Phe Pro Asp Gin 
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85 90 95 

gag gaa gtg cgt etc ttc ttt ccg ctg cac etc tgg gtg aag aat gtg 336 
Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu Trp Val Lys Asn Val 
100 105 HO 

ttc eta aac cag act egg act cag cga gtc etc ttt gtg gac agt gta 384 
Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu Phe Val Asp Ser Val 
115 120 125 

ggc ctg ccg get ccc ccc agt ate ate aag gee atg ggt ggg age cag 432 
Gly Leu Pro Ala Pro Pro Ser lie He Lys Ala Met Gly Gly Ser Gin 
130 135 140 

cca ggg gaa ctt cag ate age tgg gag gag cca get cca gaa ate agt 480 
Pro Gly Glu Leu Gin He Ser Trp Glu Glu Pro Ala Pro Glu lie Ser 
145 150 155 160 

gat ttc ctg agg tac gaa etc cgc tat ggc ccc aga gat ccc aag aac 528 
Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro Arg Asp Pro Lys Asn 
165 170 175 

tec act ggt ccc acg gtc ata cag ctg att gee aca gaa acc tgc tgc 576 
Ser Thr Gly Pro Thr Val lie Gin Leu He Ala Thr Glu Thr Cys Cys 
180 185 190 
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cct get ctg cag aga cct cac tea gee tct get ctg gac cag tct cca 
Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala Leu Asp Gin Ser Pro 
195 200 205 



624 



tgt get cag ccc aca atg ccc tgg caa gat gga cca aag cag acc tec 
Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly Pro Lys Gin Thr Ser 
210 215 220 



672 



cca agt aga gaa get tea get ctg aca gca gag ggt gga age tgc etc 
Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu Gly Gly Ser Cys Leu 
225 230 235 240 



720 



ate tea gga etc cag cct ggc aac tec tac tgg ctg cag ctg cgc age 
He Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp Leu Gin Leu Arg Ser 
245 250 255 



768 



gaa cct gat ggg ate tec etc ggt ggc tec tgg gga tec tgg tec etc 
Glu Pro Asp Gly lie Ser Leu Gly Gly Ser Trp Gly Ser Trp Ser Leu 
260 265 270 



816 



cct gtg act gtg gac ctg cct gga gat gca gtg gca ctt gga ctg caa 
Pro Val Thr Val Asp Leu Pro Gly Asp Ala Val Ala Leu Gly Leu Gin 
275 280 285 



864 



tgc ttt acc ttg gac ctg aag aat gtt acc tgt caa tgg cag caa cag 
Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys Gin Trp Gin Gin Gin 



912 
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290 295 300 

gac cat get age tec caa ggc ttc ttc tac cac age agg gca egg tgc 960 
Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His Ser Arg Ala Arg Cys 
305 310 315 320 



tgc ccc aga gac agg tac ccc ate tgg gag aac tgc gaa gag gaa gag 1008 
Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn Cys Glu Glu Glu Glu 
325 330 335 



aaa aca aat cca gga eta cag acc cca cag ttc tct cgc tgc cac ttc 1056 
Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe Ser Arg Cys His Phe 
340 345 350 



aag tea cga aat gac age att att cac ate ctt gtg gag gtg acc aca 1104 
Lys Ser Arg Asn Asp Ser He He His He Leu Val Glu Val Thr Thr 
355 360 365 

gec ccg ggt act gtt cac age tac ctg ggc tec cct ttc tgg ate cac 1152 
Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser Pro Phe Trp He His 
370 375 380 



cag get gtg cgc etc ccc acc cca aac ttg cac tgg agg gag ate tec 1200 
Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His Trp Arg Glu He Ser 
385 390 395 400 
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agt ggg cat ctg gaa ttg gag tgg cag cac cca teg tec tgg gca gee 1248 
Ser Gly His Leu Glu Leu Glu Trp Gin His Pro Ser Ser Trp Ala Ala 
405 410 415 

caa gag acc tgt tat caa etc cga tac aca gga gaa ggc cat cag gac 1296 
Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly Glu Gly His Gin Asp 
420 425 430 

tgg aag gtg ctg gag ccg cct etc ggg gee cga gga ggg acc ctg gag 1344 
Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg Gly Gly Thr Leu Glu 
435 440 445 

ctg cgc ccg cga tct cgc tac cgt tta cag ctg cgc gee agg etc aac 1392 
Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu Arg Ala Arg Leu Asn 
450 455 460 

ggc ccc acc tac caa ggt ccc tgg age teg tgg teg gac cca act agg 1440 
Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp Ser Asp Pro Thr Arg 
465 470 475 480 

gtg gag acc gee acc gag acc gec tgg gtc gac gga tec gac tac aag 1488 
Val Glu Thr Ala Thr Glu Thr Ala Trp Val Asp Gly Ser Asp Tyr Lys 
485 490 495 

gac gac gat gac aag tga 1506 
Asp Asp Asp Asp Lys 
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500 



<210> 


6 


<211> 


501 


<212> 


PRT 


<213> 


Homo sapiens 



<400> 6 

Met Val Ser Ala He Val Leu Tyr Val Leu Leu Ala Ala Ala Ala His 
15 10 15 

Ser Ala Phe Ala Asp Leu His Gin Asp Val Ser Leu Leu Ala Ser Asp 
20 25 30 

Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe Glu Asp Leu Thr Cys 
35 40 45 

Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly Thr Tyr Gin Leu Leu 
50 55 60 

Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys Pro Leu Ser Ser Gin 
65 70 75 80 



Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys Gin Phe Pro Asp Gin 
85 90 95 
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Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu Trp Val Lys Asn Val 
100 105 110 

Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu Phe Val Asp Ser Val 
115 120 125 

Gly Leu Pro Ala Pro Pro Ser lie He Lys Ala Met Gly Gly Ser Gin 
130 135 140 

Pro Gly Glu Leu Gin He Ser Trp Glu Glu Pro Ala Pro Glu He Ser 
145 150 155 160 

Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro Arg Asp Pro Lys Asn 
165 170 175 

Ser Thr Gly Pro Thr Val He Gin Leu He Ala Thr Glu Thr Cys Cys 
180 185 190 

Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala Leu Asp Gin Ser Pro 
195 200 205 

Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly Pro Lys Gin Thr Ser 
210 215 220 

Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu Gly Gly Ser Cys Leu 
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225 230 235 240 

He Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp Leu Gin Leu Arg Ser 
245 250 255 

Glu Pro Asp Gly lie Ser Leu Gly Gly Ser Trp Gly Ser Trp Ser Leu 
260 265 270 

Pro Val Thr Val Asp Leu Pro Gly Asp Ala Val Ala Leu Gly Leu Gin 
275 280 285 

Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys Gin Trp Gin Gin Gin 
290 295 300 

Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His Ser Arg Ala Arg Cys 
305 310 315 320 

Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn Cys Glu Glu Glu Glu 
325 330 335 

' Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe Ser Arg Cys His Phe 
340 345 350 



Lys Ser Arg Asn Asp Ser He He His He Leu Val Glu Val Thr Thr 
355 360 365 
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Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser Pro Phe Trp lie His 
370 375 380 

Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His Trp Arg Glu He Ser 
385 390 395 400 

Ser Gly His Leu Glu Leu Glu Trp Gin His Pro Ser Ser Trp Ala Ala 
405 410 415 

Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly Glu Gly His Gin Asp 
420 425 430 

Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg Gly Gly Thr Leu Glu 
435 440 445 

Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu Arg Ala Arg Leu Asn 
450 455 460 

Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp Ser Asp Pro Thr Arg 
465 470 475 480 

Val Glu Thr Ala Thr Glu Thr Ala Trp Val Asp Gly Ser Asp Tyr Lys 
485 490 495 

Asp Asp Asp Asp Lys 
500 
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<210> 7 

<211> 768 

<212> DNA 

<213> Mus lusculus 

<220> 
<221> CDS 
<222> (1) . . (768) 
<223> 

<400> 7 

atg aga gtg ctg att cct ttg tgg ctg ttc aca gcc ttt cct ggt acc 48 

Met Arg Val Leu He Pro Leu Trp Leu Phe Thr Ala Phe Pro Gly Thr 
15 10 15 

ctg tct gat gtg cag ctg cag gag teg gga cct ggc ctg gtg aaa cct 96 
Leu Ser Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro 
20 25 30 

tct cag tct ctg tec etc acc tgc act gtc act ggc tac tea ate acc 144 
Ser Gin Ser Leu Ser Leu Thr Cys Thr Val Thr Gly Tyr Ser He Thr 
• 35 40 45 

agt gat tat gcc tgg age tgg ate cga cag tta cca gga aac aaa ctg 192 
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Ser Asp Tyr Ala Trp Ser Trp He Arg Gin Leu Pro Gly Asn Lys Leu 
50 55 60 

gag tgg atg ggc tac ata acg tac agt ggt tac tct ate tac aat cca . 240 
Glu Trp Met Gly Tyr lie Thr Tyr Ser Gly Tyr Ser lie Tyr Asn Pro 
65 70 75 80 

tct etc aaa agt cga ate tct ate agt cga gac aca tec aag aac cag 288 
Ser Leu Lys Ser Arg He Ser He Ser Arg Asp Thr Ser Lys Asn Gin 
85 90 95 

ttg ttc ctg cag tta aat tct gtg acc act gag gac aca gec aca tat 336 
Leu Phe Leu Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr 
100 105 110 

tac tgt gtg ggc ggg tat gac aat atg gac tat tgg ggt caa gga acc 384 
Tyr Cys Val Gly Gly Tyr Asp Asn Met Asp Tyr Trp Gly Gin Gly Thr 
115 120 125 

tea gtc acc gtc tec tea ggt gga ggc gga teg caa att gtt etc acc 432 
Ser Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gin He Val Leu Thr 
130 135 140 

cag tct cca gca ate atg tct gca tct cct ggg gag aag gtc acc ttg 480 
Gin Ser Pro Ala He Met Ser Ala Ser Pro Gly Glu Lys Val Thr Leu 
145 150 155 160 
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acc tgc agt gcc age tea agt gta agt tec age cac tta tac tgg tat 528 
Thr Cys Ser Ala Ser Ser Ser Val Ser Ser Ser His Leu Tyr Trp Tyr 
165 170 175 

cag cag aag cca ggg tec tec ccc aaa etc tgg att tat age aca tec 576 
Gin Gin Lys Pro Gly Ser Ser Pro Lys Leu Trp lie Tyr Ser Thr Ser 
180 185 190 

aac ctg get tct gga gtc cct get cgc ttc agt ggc agt ggg tct ggg 624 
Asn Leu Ala Ser Gly Val Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly 
195 200 205 

acc tec tat tct etc aca ate age aac atg gag act gaa gat get gcc 672 
Thr Ser Tyr Ser Leu Thr He Ser Asn Met Glu Thr Glu Asp Ala Ala 
210 215 220 

tct tat ttc tgc cat cag tgg agt agt tac cca tgg acg ttc ggt ggg 720 
Ser Tyr Phe Cys His Gin Trp Ser Ser Tyr Pro Trp Thr Phe Gly Gly 
225 230 235 240 

ggc acc aag ctg gaa ate aaa gac tac aag gat gac gac gat aag tga 768 
Gly Thr Lys Leu Glu He Lys Asp Tyr Lys Asp Asp Asp Asp Lys 
245 250 255 
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<210> 8 
<211> 255 
<212> PRT 
<213> Mus musculus 

<400> 8 

Met Arg Val Leu lie Pro Leu Trp Leu Phe Thr Ala Phe Pro Gly Thr 
15 10 15 

Leu Ser Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro 
20 25 30 

Ser Gin Ser Leu Ser Leu Thr Cys Thr Val Thr Gly Tyr Ser He Thr 
35 40 45 

Ser Asp Tyr Ala Trp Ser Trp He Arg Gin Leu Pro Gly Asn Lys Leu 
50 55 60 

Glu Trp Met Gly Tyr He Thr Tyr Ser Gly Tyr Ser lie Tyr Asn Pro 
65 70 75 80 

Ser Leu Lys Ser Arg He Ser He Ser Arg Asp Thr Ser Lys Asn Gin 
85 90 95 

Leu Phe Leu Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr 
100 105 110 
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Tyr Cys Val Gly Gly Tyr Asp Asn Met Asp Tyr Trp Gly Gin Gly Thr 
115 120 125 

Ser Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gin He Val Leu Thr 
130 135 140 

Gin Ser Pro Ala He Met Ser Ala Ser Pro Gly Glu Lys Val Thr Leu 
145 150 155 160 

Thr Cys Ser Ala Ser Ser Ser Val Ser Ser Ser His Leu Tyr Trp Tyr 
165 170 175 

Gin Gin Lys Pro Gly Ser Ser Pro Lys Leu Trp He Tyr Ser Thr Ser 
180 185 190 

Asn Leu Ala Ser Gly Val Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly 
195 200 205 

Thr Ser Tyr Ser Leu Thr He Ser Asn Met Glu Thr Glu Asp Ala Ala 
210 215 220 

Ser Tyr Phe Cys His Gin Trp Ser Ser Tyr Pro Trp Thr Phe Gly Gly 
225 . 230 235 240 

Gly Thr Lys Leu Glu He Lys Asp Tyr Lys Asp Asp Asp Asp Lys 
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245 250 255 

<210> 9 
<211> 1924 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> CDS 

<222> (11).. (1918) 

<223> 

<400> 9 

gaattccacc atg ccc tec tgg gec etc ttc atg gtc acc tec tgc etc 49 
Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu 
1 5 10 

etc ctg gee cct caa aac ctg gee caa gtc age age caa gat gtc tec 97 
Leu Leu Ala Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser 
15 20 25 

ttg ctg gca tea gac tea gag ccc ctg aag tgt ttc tec cga aca ttt 145 
Leu Leu Ala Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe 
30 35. 40 45 
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gag gac etc act tgc ttc tgg gat gag gaa gag gca gcg ccc agt ggg 193 
GIu Asp Leu Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly 
50 55 60 

aca tac cag ctg ctg tat gec tac ccg egg gag aag ccc cgt get tgc 241 
Thr Tyr Gin Leu Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys 
65 70 75 

ccc ctg agt tec cag age atg ccc cac ttt gga ace cga tac gtg tgc 289 
Pro Leu Ser Ser Gin Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys 
80 85 90 

cag ttt cca gac cag gag gaa gtg cgt etc ttc ttt ccg ctg cac etc 337 
Gin Phe Pro Asp Gin Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu 
95 100 105 

tgg gtg aag aat gtg ttc eta aac cag act egg act cag cga gtc etc 385 
Trp Val Lys Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu 
110 115 120 125 

ttt gtg gac agt gta ggc ctg ccg get ccc ccc agt ate ate aag gee 433 
Phe Val Asp Ser Val Gly Leu Pro Ala Pro Pro Ser lie He Lys Ala 
130 135 140 

atg ggt ggg age cag cca ggg gaa ctt cag ate age tgg gag gag cca 481 
Met Gly Gly Ser Gin Pro Gly Glu Leu Gin lie Ser Trp Glu Glu Pro 
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145 150 155 

get cca gaa ate agt gat ttc ctg agg tac gaa etc cgc tat ggc ccc 529 
Ala Pro Glu He Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro 
160 165 170 

aga gat ccc aag aac tec act ggt ccc acg gtc ata cag ctg att gee 577 
Arg Asp Pro Lys Asn Ser Thr Gly Pro Thr Val He Gin Leu lie Ala 
175 180 185 

aca gaa acc tgc tgc cct get ctg cag aga cct cac tea gee tct get 625 
Thr Glu Thr Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala 
190 195 200 205 

ctg gac cag tct cca tgt get cag ccc aca atg ccc tgg caa gat gga 673 
Leu Asp Gin Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly 
210 215 220 

cca aag cag acc tec cca agt aga gaa get tea get ctg aca gca gag 721 
Pro Lys Gin Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu 
225 230 235 

ggt gga age tgc etc ate tea gga etc cag cct ggc aac tec tac tgg 769 
Gly Gly Ser Cys Leu lie Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp 
240 245 250 
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ctg cag ctg tgc age gaa cct gat ggg ate tec etc ggt ggc tec tgg 
Leu Gin Leu Cys Ser Glu Pro Asp Gly He Ser Leu Gly Gly Ser Trp 
255 260 265 



817 



gga tec tgg tec etc cct gtg act gtg gac ctg cct gga gat gca gtg 
Gly Ser Trp Ser Leu Pro Val Thr Val Asp Leu Pro Gly Asp Ala Val 
270 275 280 285 



865 



gca ctt gga ctg caa tgc ttt acc ttg gac ctg aag aat gtt acc tgt 
Ala Leu Gly Leu Gin Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys 
290 295 300 



913 



caa tgg cag caa cag gac cat get age tec caa ggc ttc ttc tac cac 
Gin Trp Gin Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His 
305 310 315 



961 



age agg gca egg tgc tgc ccc aga gac agg tac ccc ate tgg gag aac 
Ser Arg Ala Arg Cys Cys Pro Arg Asp Arg Tyr Pro lie Trp Glu Asn 
320 325 330 



1009 



tgc gaa gag gaa gag aaa aca aat cca gga eta cag acc cca cag ttc 
Cys Glu Glu Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe 
335 340 345 



1057 



tct cgc tgc cac ttc aag tea cga aat gac age att att cac ate ctt 1105 
Ser Arg Cys His Phe Lys Ser Arg Asn Asp Ser He He His He Leu 
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350 355 360 365 

gtg gag gtg acc aca gcc ccg ggt act gtt cac age tac ctg ggc tec 1153 
Val Glu Val Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser 
370 375 380 

cct ttc tgg ate cac cag get gtg cgc etc ccc acc cca aac ttg cac 1201 
Pro Phe Trp lie His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His 
385 390 395 

tgg agg gag ate tec agt ggg cat ctg gaa ttg gag tgg cag cac cca 1249 
Trp Arg Glu He Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro 
400 405 410 

teg tec tgg gca gcc caa gag acc tgt tat caa etc cga tac aca gga 1297 
Ser Ser Trp Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly 
415 420 425 

gaa ggc cat cag gac tgg aag gtg ctg gag ccg cct etc ggg gcc cga 1345 
Glu Gly His Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg 
' 430 435 440 445 

gga ggg acc ctg gag ctg cgc ccg cga tct cgc tac cgt tta cag ctg 1393 
Gly Gly Thr Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu 
450 • 455 460 
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cgc gcc agg etc aac ggc ccc acc tac caa ggt ccc tgg age teg tgg 1441 
Arg Ala Arg Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp 
465 470 475 

teg gac cca act agg gtg gag acc gcc acc gag acc gcc tgg ate tec 1489 
Ser Asp Pro Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp He Ser 
480 485 490 

ttg gtg acc get ctg cat eta gtg ctg ggc etc age gcc gtc ctg ggc 1537 
Leu Val Thr Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly 
495 500 505 

ctg ctg ctg ctg agg tgg cag ttt cct gca cac tac agg aga ctg agg 1585 
Leu Leu Leu Leu Arg Trp Gin Plie Pro Ala His Tyr Arg Arg Leu Arg 
510 515 520 525 

cat gcc ctg tgg ccc tea ctt cca gac ctg cac egg gtc eta ggc cag 1633 
His Ala Leu Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin 
530 535 540 

tac ctt agg gac act gca gcc ctg age ccg ccc aag gcc aca gtc tea 1681 
Tyr Leu Arg Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser 
545 550 555 

gat acc tgt gaa gaa gtg gaa ccc age etc ctt gaa ate etc ccc aag 1729 
Asp Thr Cys Glu Glu Val Glu Pro Ser Leu Leu Glu lie Leu Pro Lys 
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560 565 570 

tec tea gag agg act cct ttg ccc ctg tgt tec tec cag gee cag atg 1777 
Ser Ser Glu Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met 
575 580 585 

gac tac cga aga ttg cag cct tct tgc ctg ggg ace atg ccc ctg tct 1825 
Asp Tyr Arg Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser 
590 595 600 605 

gtg tgc cca ccc atg get gag tea ggg tec tgc tgt acc acc cac att 1873 
Val Cys Pro Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His He 
610 615 620 

gec aac cat tec tac eta cca eta age tat tgg cag cag cct tga 1918 
Ala Asn His Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 

gtcgac 1924 

<210> 10 

<211> 635 

<212> PRT 

<213> Homo sapiens 
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<400> 10 

Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu Leu Leu Ala 
15 10 15 

Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser Leu Leu Ala 
20 25 30 

Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe Glu Asp Leu 
35 40 45 

Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly Thr Tyr Gin 
50 55 60 

Leu Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys Pro Leu Ser 
65 70 75 80 

Ser Gin Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys Gin Phe Pro 
85 90 95 

Asp Gin Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu Trp Val Lys 
100 105 110 

Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu Phe Val Asp 
• 115 120 125 

Ser Val Gly Leu Pro Ala Pro Pro Ser He He Lys Ala Met Gly Gly 
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130 135 140 

Ser Gin Pro Gly Glu Leu Gin He Ser Trp Glu Glu Pro Ala Pro Glu 
145 150 155 160 

He Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro Arg Asp Pro 
165 170 175 

Lys Asn Ser Thr Gly Pro Thr Val He Gin Leu He Ala Thr Glu Thr 
180 185 190 

Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala Leu Asp Gin 
195 200 205 

Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly Pro Lys Gin 
210 215 220 

Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu Gly Gly Ser 
225 230 235 240 

Cys Leu He Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp Leu Gin Leu 
245 250 255 



Cys Ser Glu Pro Asp Gly He Ser Leu Gly Gly Ser Trp Gly Ser Trp 
260 265 270 
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Ser Leu Pro Val Thr Val Asp Leu Pro Gly Asp Ala Val Ala Leu Gly 
275 280 285 

Leu Gin Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys Gin Trp Gin 
290 295 300 

Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His Ser Arg Ala 
305 310 315 320 

Arg Cys Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn Cys Glu Glu 
325 330 335 

Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe Ser Arg Cys 
340 345 350 

His Phe Lys Ser Arg Asn Asp Ser He He His He Leu Val Glu Val 
355 360 365 

Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser Pro Phe Trp 
370 375 380 

He His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His Trp Arg Glu 
385 390 395 400 

He Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro Ser Ser Trp 
405 410 415 
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Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly Glu Gly His 
420 425 430 

Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg Gly Gly Thr 
435 440 445 

Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu Arg Ala Arg 
450 455 460 

Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp Ser Asp Pro 
465 470 475 480 

Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp He Ser Leu Val Thr 
485 490 495 

Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly Leu Leu Leu 
500 505 510 

Leu Arg Trp Gin Phe Pro Ala His Tyr Arg Arg Leu Arg His Ala Leu 
515 520 525 

Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin Tyr Leu Arg 
530 535 540 

Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser Asp Thr Cys 
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545 550 555 560 

Glu Glu Val Glu Pro Ser Leu Leu Glu He Leu Pro Lys Ser Ser Glu 
565 570 575 

Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met Asp Tyr Arg 
580 585 590 

Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser Val Cys Pro 

595 600 605 

Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His lie Ala Asn His 
610 615 620 

Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 



<210> 11 

<211> 1924 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (11).. (1918) 
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<223> 
<400> 11 

gaattccacc atg ccc tec tgg gec etc ttc atg gtc acc tec tgc etc 49 
Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu 
1 5 10 

etc ctg gec cct caa aac ctg gee caa gtc age age caa gat gtc tec 97 
Leu Leu Ala Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser 
15 20 25 

ttg ctg gca tea gac tea gag ccc ctg aag tgt ttc tec cga aca ttt 145 
Leu Leu Ala Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe 
30 35 40 45 

gag gac etc act tgc ttc tgg gat gag gaa gag gca gcg ccc agt ggg 193 
Glu Asp Leu Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly 
50 55 60 

aca tac cag ctg ctg tat gec tac ccg egg gag aag ccc cgt get tgc 241 
Thr Tyr Gin Leu Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys 
65 70 75 

ccc ctg agt tec cag age atg ccc cac ttt gga acc cga tac gtg tgc 289 
Pro Leu Ser Ser Gin Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys 
80 85 90 
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cag ttt cca gac cag gag gaa gtg cgt etc ttc ttt ccg ctg cac etc 337 

Gin Phe Pro Asp Gin Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu 

95 100 105 

tgg gtg aag aat gtg ttc eta aac cag act egg act cag cga gtc etc 385 

Trp Val Lys Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu 

110 115 120 125 

ttt gtg gac agt gta ggc ctg ccg get ccc ccc agt ate ate aag gee 433 

Phe Val Asp Ser Val Gly Leu Pro Ala Pro Pro Ser He He Lys Ala 
130 135 140 

atg ggt ggg age cag cca ggg gaa ctt cag ate age tgg gag gag cca 481 

Met Gly Gly Ser Gin Pro Gly Glu Leu Gin lie Ser Trp Glu Glu Pro 

145 150 155 

get cca gaa ate agt gat ttc ctg agg tac gaa etc cgc tat ggc ccc 529 

Ala Pro Glu He Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro 

160 165 170 

aga gat ccc aag aac tec act ggt ccc acg gtc ata cag ctg att gec 577 

Arg Asp Pro Lys Asn Ser Thr Gly Pro Thr Val He Gin Leu lie Ala 

175 180 185 

aca gaa acc tgc tgc cct get ctg cag aga cct cac tea gec tct get 625 
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Thr Glu Thr Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala 
190 195 200 205 

ctg gac cag tct cca tgt get cag ccc aca atg ccc tgg caa gat gga . 673 
Leu Asp Gin Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly 
210 215 220 

cca aag cag acc tec cca agt aga gaa get tea get ctg aca gca gag 721 
Pro Lys Gin Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu 
225 230 235 

ggt gga age tgc etc ate tea gga etc cag cct ggc aac tec tac tgg 769 
Gly Gly Ser Cys Leu He Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp 
240 245 250 

ctg cag ctg cgc age gaa cct gat ggg ate tec etc ggt ggc tec tgg 817 
Leu Gin Leu Arg Ser Glu Pro Asp Gly lie Ser Leu Gly Gly Ser Trp 
255 260 265 

gga tec tgg tec etc act gtg act gtg gac ctg cct gga gat gca gtg 865 
Gly Ser Trp Ser Leu Thr Val Thr Val Asp Leu Pro Gly Asp Ala Val 
270 275 280 285 

gca ctt gga ctg caa tgc ttt acc ttg gac ctg aag aat gtt acc tgt 913 
Ala Leu Gly Leu Gin Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys 
290 295 300 • 
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caa tgg cag caa cag gac cat get age tec caa ggc ttc ttc tac cac 961 

Gin Trp Gin Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His 

305 310 315 

age agg gca egg tgc tgc ccc aga gac agg tac ccc ate tgg gag aac 1009 
Ser Arg Ala Arg Cys Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn 
320 325 330 

tgc gaa gag gaa gag aaa aca aat cca gga eta cag ace cca cag ttc 1057 
Cys Glu Glu Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe 
335 340 345 

tct cgc tgc cac ttc aag tea cga aat gac age att att cac ate ctt 1105 
Ser Arg Cys His Phe Lys Ser Arg Asn Asp Ser He lie His He Leu 
350 355 360 365 

gtg gag gtg acc aca gee ccg ggt act gtt cac age tac ctg ggc tec 1153 
Val Glu Val Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser 
370 375 380 

cct ttc tgg ate cac cag get gtg cgc etc ccc acc cca aac ttg cac 1201 
Pro Phe Trp lie His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His 
385 390 395 

tgg agg gag ate tec agt ggg cat ctg gaa ttg gag tgg cag cac cca 1249 
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Trp Arg Glu lie Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro 
400 405 410 

teg tec tgg gca gec caa gag acc tgt tat caa etc cga tac aca gga . 1297 
Ser Ser Trp Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly 
415 420 425 

gaa ggc cat cag gac tgg aag gtg ctg gag ccg cct etc ggg gec cga 1345 
Glu Gly His Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg 
430 435 440 445 

gga ggg acc ctg gag ctg cgc ccg cga tct cgc tac cgt tta cag ctg 1393 
Gly Gly Thr Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu 
450 455 460 

cgc gec agg etc aac ggc ccc acc tac caa ggt ccc tgg age teg tgg 1441 
Arg Ala Arg Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp 
465 470 475 

teg gac cca act agg gtg gag acc gee acc gag acc gec tgg ate tec 1489 
Ser Asp Pro Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp lie Ser 
480 485 490 

ttg gtg acc get ctg cat eta gtg ctg ggc etc age gec gtc ctg ggc 1537 
Leu Val Thr Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly 
495 500 505 
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ctg ctg ctg ctg agg tgg cag ttt cct gca cac tac agg aga ctg agg 1585 

Leu Leu Leu Leu Arg Trp Gin Phe Pro Ala His Tyr Arg Arg Leu Arg 

510 515 520 525 

cat gcc ctg tgg ccc tea ctt cca gac ctg cac egg gtc eta ggc cag 1633 
His Ala Leu Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin 
530 535 540 

tac ctt agg gac act gca gcc ctg age ccg ccc aag gcc aca gtc tea 1681 

Tyr Leu Arg Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser 
545 550 555 

gat acc tgt gaa gaa gtg gaa ccc age etc ctt gaa ate etc ccc aag 1729 

Asp Thr Cys Glu Glu Val Glu Pro Ser Leu Leu Glu lie Leu Pro Lys 
560 565 570 

tec tea gag agg act cct ttg ccc ctg tgt tec tec cag gcc cag atg 1777 

Ser Ser Glu Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met 
575 580 585 

gac tac cga aga ttg cag cct tct tgc ctg ggg acc atg ccc ctg tct 1825 

Asp Tyr Arg Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser 

590 • 595 600 605 

gtg tgc cca ccc atg get gag tea ggg tec tgc tgt acc acc cac att 1873 



WO 2004/081048 



PCT/JP2004/003334 



5 7/7 4 

Val Cys Pro Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His He 
610 615 620 

gcc aac cat tec tac eta cca eta age tat tgg cag cag cct tga .1918 
Ala Asn His Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 

gtcgac 1924 



<210> 12 

<211> 635 

<212> PRT 

<213> Homo sapiens 

<400> 12 

Met Pro Ser Trp Ala Leu Phe Met Val Thr Ser Cys Leu Leu Leu Ala 
1 '5 10 15 

Pro Gin Asn Leu Ala Gin Val Ser Ser Gin Asp Val Ser Leu Leu Ala 
20 25 30 

Ser Asp Ser Glu Pro Leu Lys Cys Phe Ser Arg Thr Phe Glu Asp Leu 
35 40 45 

Thr Cys Phe Trp Asp Glu Glu Glu Ala Ala Pro Ser Gly Thr Tyr Gin 
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58/74 

50 55 60 

Leu Leu Tyr Ala Tyr Pro Arg Glu Lys Pro Arg Ala Cys Pro Leu Ser 
65 70 75 80 

Ser Gin Ser Met Pro His Phe Gly Thr Arg Tyr Val Cys Gin Phe Pro 
85 90 95 

Asp Gin Glu Glu Val Arg Leu Phe Phe Pro Leu His Leu Trp Val Lys 
100 105 110 

Asn Val Phe Leu Asn Gin Thr Arg Thr Gin Arg Val Leu Phe Val Asp 
115 120 125 

Ser Val Gly Leu Pro Ala Pro Pro Ser He lie Lys Ala Met Gly Gly 
130 135 140 

Ser Gin Pro Gly Glu Leu Gin lie Ser Trp Glu Glu Pro Ala Pro Glu 
145 150 155 160 

He Ser Asp Phe Leu Arg Tyr Glu Leu Arg Tyr Gly Pro Arg Asp Pro 
165 170 175 



Lys Asn Ser Thr Gly Pro Thr Val lie Gin Leu He Ala Thr Glu Thr 
180 185 190 
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Cys Cys Pro Ala Leu Gin Arg Pro His Ser Ala Ser Ala Leu Asp Gin 
195 200 205 

Ser Pro Cys Ala Gin Pro Thr Met Pro Trp Gin Asp Gly Pro Lys Gin 
210 215 220 

Thr Ser Pro Ser Arg Glu Ala Ser Ala Leu Thr Ala Glu Gly Gly Ser 
225 230 235 240 

Cys Leu He Ser Gly Leu Gin Pro Gly Asn Ser Tyr Trp Leu Gin Leu 
245 250 255 

Arg Ser Glu Pro Asp Gly He Ser Leu Gly Gly Ser Trp Gly Ser Trp 
260 265 270 

Ser Leu Thr Val Thr Val Asp Leu Pro Gly Asp Ala Val Ala Leu Gly 
275 280 285 

Leu Gin Cys Phe Thr Leu Asp Leu Lys Asn Val Thr Cys Gin Trp Gin 
290 295 300 

Gin Gin Asp His Ala Ser Ser Gin Gly Phe Phe Tyr His Ser Arg Ala 
305 310 315 320 



Arg Cys Cys Pro Arg Asp Arg Tyr Pro He Trp Glu Asn Cys Glu Glu 
325 330 335 
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Glu Glu Lys Thr Asn Pro Gly Leu Gin Thr Pro Gin Phe Ser Arg Cys 
340 345 350 

His Phe Lys Ser Arg Asn Asp Ser He He His He Leu Val Glu Val 
355 360 365 

Thr Thr Ala Pro Gly Thr Val His Ser Tyr Leu Gly Ser Pro Phe Trp 
370 375 380 

He His Gin Ala Val Arg Leu Pro Thr Pro Asn Leu His Trp Arg Glu 
385 390 395 400 

He Ser Ser Gly His Leu Glu Leu Glu Trp Gin His Pro Ser Ser Trp 
405 410 415 

Ala Ala Gin Glu Thr Cys Tyr Gin Leu Arg Tyr Thr Gly Glu Gly His 
420 425 430 

Gin Asp Trp Lys Val Leu Glu Pro Pro Leu Gly Ala Arg Gly Gly Thr 
435 440 445 

Leu Glu Leu Arg Pro Arg Ser Arg Tyr Arg Leu Gin Leu Arg Ala Arg 
450 455 460 

Leu Asn Gly Pro Thr Tyr Gin Gly Pro Trp Ser Ser Trp Ser Asp Pro 
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465 470 475 480 

Thr Arg Val Glu Thr Ala Thr Glu Thr Ala Trp He Ser Leu Val Thr 
485 490 495 

Ala Leu His Leu Val Leu Gly Leu Ser Ala Val Leu Gly Leu Leu Leu 
500 505 510 

Leu Arg Trp Gin Phe Pro Ala His Tyr Arg Arg Leu Arg His Ala Leu 
515 520 525 

Trp Pro Ser Leu Pro Asp Leu His Arg Val Leu Gly Gin Tyr Leu Arg 
530 535 540 

Asp Thr Ala Ala Leu Ser Pro Pro Lys Ala Thr Val Ser Asp Thr Cys 
545 550 555 560 

Glu Glu Val Glu Pro Ser Leu Leu Glu He Leu Pro Lys Ser Ser Glu 
565 570 575 

Arg Thr Pro Leu Pro Leu Cys Ser Ser Gin Ala Gin Met Asp Tyr Arg 
580 585 590 



Arg Leu Gin Pro Ser Cys Leu Gly Thr Met Pro Leu Ser Val Cys Pro 
595 600 605 
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Pro Met Ala Glu Ser Gly Ser Cys Cys Thr Thr His lie Ala Asn His 
610 615 620 

Ser Tyr Leu Pro Leu Ser Tyr Trp Gin Gin Pro 
625 630 635 



<210> 13 

<211> 1560 

<212> DNA 

<213> Mus musculus 

<220> 

<221> CDS 
<222> (1).. (1560) 
<223> 

<400> 13 

atg aga gtg ctg att cct ttg tgg ctg ttc aca gcc ttt cct ggt acc 48 
Met Arg Val Leu He Pro Leu Trp Leu Phe Thr Ala Phe Pro Gly Thr 
15 10 15 

ctg tct gat gtg cag ctg cag gag teg gga cct ggc ctg gtg aaa cct 96 
Leu Ser Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro 
20 25 30 
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tct cag tct ctg tec etc ace tgc act gtc act ggc tac tea ate ace 144 
Ser Gin Ser Leu Ser Leu Thr Cys Thr Val Thr Gly Tyr Ser He Thr 
35 40 45 

agt gat tat gee tgg age tgg ate cga cag tta cca gga aac aaa ctg 192 
Ser Asp Tyr Ala Trp Ser Trp He Arg Gin Leu Pro Gly Asn Lys Leu 
50 55 60 

gag tgg atg ggc tac ata acg tac agt ggt tac tct ate tac aat cca 240 
Glu Trp Met Gly Tyr He Thr Tyr Ser Gly Tyr Ser He Tyr Asn Pro 
65 70 75 80 

tct etc aaa agt cga ate tct ate agt cga gac aca tec aag aac cag 288 
Ser Leu Lys Ser Arg He Ser He Ser Arg Asp Thr Ser Lys Asn Gin 
85 90 95 

ttg ttc ctg cag tta aat tct gtg acc act gag gac aca gec aca tat 336 
Leu Phe Leu Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr 
100 105 110 

tac tgt gtg ggc ggg tat gac aat atg gac tat tgg ggt caa gga acc 384 
Tyr Cys Val Gly Gly Tyr Asp Asn Met Asp Tyr Trp Gly Gin Gly Thr 
115 120 125 

tea gtc acc gtc tec tea ggt ggt ggt ggt teg ggt ggt ggt ggt teg 432 
Ser Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
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130 135 140 

.ggt ggt ggc gga teg caa att gtt etc ace cag tct cca gca ate atg 480 

Gly Gly Gly Gly Ser Gin lie Val Leu Thr Gin Ser Pro Ala He Met 
145 150 155 160 

tct gca tct cct ggg gag aag gtc acc ttg acc tgc agt gec age tea 528 

Ser Ala Ser Pro Gly Glu Lys Val Thr Leu Thr Cys Ser Ala Ser Ser 

165 170 175 

agt gta agt tec age cac tta tac tgg tat cag cag aag cca ggg tec 576 

Ser Val Ser Ser Ser His Leu Tyr Trp Tyr Gin Gin Lys Pro Gly Ser 
180 185 190 

tec ccc aaa etc tgg att tat age aca tec aac ctg get tct gga gtc 624 

Ser Pro Lys Leu Trp lie Tyr Ser Thr Ser Asn Leu Ala Ser Gly Val 
195 200 205 

cct get cgc ttc agt ggc agt ggg tct ggg acc tec tat tct etc aca 672 

Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Ser Tyr Ser Leu Thr 

210 215 220 

ate age aac atg gag act gaa gat get gee tct tat ttc tgc cat cag 720 

He Ser Asn Met Glu Thr Glu Asp Ala Ala Ser Tyr Phe Cys His Gin 
225 230 235 240 
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tgg agt agt tac cca tgg acg ttc ggt ggg ggc acc aag ctg gaa ate 768 
Trp Ser Ser Tyr Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu He 
245 250 255 

aaa gga ggt ggt gga teg ggt ggt ggt ggt teg gga ggc ggt gga teg 816 
Lys Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
260 265 270 

gat gtg cag ctg cag gag teg gga cct ggc ctg gtg aaa cct tct cag 864 
Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 
275 280 285 

tct ctg tec etc acc tgc act gtc act ggc tac tea ate acc agt gat 912 
Ser Leu Ser Leu Thr Cys Thr Val Thr Gly Tyr Ser He Thr Ser Asp 
290 295 300 

tat gee tgg age tgg ate cga cag tta cca gga aac aaa ctg gag tgg 960 
Tyr Ala Trp Ser Trp lie Arg Gin Leu Pro Gly Asn Lys Leu Glu Trp 
305 310 315 320 

atg ggc tac ata acg tac agt ggt tac tct ate tac aat cca tct etc 1008 
Met Gly Tyr He Thr Tyr Ser Gly Tyr Ser He Tyr Asn Pro Ser Leu 
325 330 335 

aaa agt cga ate tct ate agt cga gac aca tec aag aac cag ttg ttc 1056 
Lys Ser Arg lie Ser He Ser Arg Asp Thr Ser Lys Asn Gin Leu Phe 
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340 345 350 

ctg cag tta aat tct gtg acc act gag gac aca gcc aca tat tac tgt 1104 
Leu Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys 
355 360 365 

gtg ggc ggg tat gac aat atg gac tat tgg ggt caa gga acc tea gtc 1152 
Val Gly Gly Tyr Asp Asn Met Asp Tyr Trp Gly Gin Gly Thr Ser Val 
370 375 380 

acc gtc tec tea ggt ggt ggt ggt teg ggt ggt ggt ggt teg ggt ggt 1200 
Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly 
385 390 395 400 

ggc gga teg caa att gtt etc acc cag tct cca gca ate atg tct gca 1248 
Gly Gly Ser Gin He Val Leu Thr Gin Ser Pro Ala He Met Ser Ala 
405 410 415 

tct cct ggg gag aag gtc acc ttg acc tgc agt gcc age tea agt gta 1296 
Ser Pro Gly Glu Lys Val Thr Leu Thr Cys Ser Ala Ser Ser Ser Val 
420 425 430 

agt tec age cac tta tac tgg tat cag cag aag cca ggg tec tec ccc 1344 
Ser Ser Ser His Leu Tyr Trp Tyr Gin Gin Lys Pro Gly Ser Ser Pro 
435 440 445 
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aaa etc tgg att tat age aca tec aac ctg get tct gga gtc cct get 1392 
Lys Leu Trp He Tyr Ser Thr Ser Asn Leu Ala Ser Gly Val Pro Ala 
450 455 460 

cgc ttc agt ggc agt ggg tct ggg acc tec tat tct etc aca ate age 1440 
Arg Phe Ser Gly Ser Gly Ser Gly Thr Ser Tyr Ser Leu Thr He Ser 
465 470 475 480 

aac atg gag act gaa gat get gee tct tat ttc tgc cat cag tgg agt 1488 
Asn Met Glu Thr Glu Asp Ala Ala Ser Tyr Phe Cys His Gin Trp Ser 
485 490 495 

agt tac cca tgg acg ttc ggt ggg ggc acc aag ctg gaa ate aaa gac 1536 
Ser Tyr Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu He Lys Asp 
500 505 510 

tac aag gat gac gac gat aag tga 1560 
Tyr Lys Asp Asp Asp Asp Lys 
515 



<210> 14 

<211> 519 

<212> PRT 

<213> Mus musculus 
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<400> 14 

Met Arg Val Leu He Pro Leu Trp Leu Phe Thr Ala Phe Pro Gly Thr 
15 10 15 

Leu Ser Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro 
20 25 30 

Ser Gin Ser Leu Ser Leu Thr Cys Thr Val Thr Gly Tyr Ser lie Thr 
35 40 45 

Ser Asp Tyr Ala Trp Ser Trp He Arg Gin Leu Pro Gly Asn Lys Leu 
50 55 60 

Glu Trp Met Gly Tyr He Thr Tyr Ser Gly Tyr Ser He Tyr Asn Pro 
65 70 _ 75 80 

Ser Leu Lys Ser Arg He Ser lie Ser Arg Asp Thr Ser Lys Asn Gin 
85 90 95 

Leu Phe Leu Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr 
100 105 110 

Tyr Cys Val Gly Gly Tyr Asp Asn Met Asp Tyr Trp Gly Gin Gly Thr 
115 120 125 

Ser Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 



WO 2004/081048 



PCT/JP2004/003334 



6 9/7 4 

130 135 140 

Gly Gly Gly Gly Ser Gin He Val Leu Thr Gin Ser Pro Ala lie Met 
145 150 155 160 

Ser Ala Ser Pro Gly Glu Lys Val Thr Leu Thr Cys Ser Ala Ser Ser 
165 170 175 

Ser Val Ser Ser Ser His Leu Tyr Trp Tyr Gin Gin Lys Pro Gly Ser 
180 185 190 

Ser Pro Lys Leu Trp lie Tyr Ser Thr Ser Asn Leu Ala Ser Gly Val 
195 200 205 

Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Ser Tyr Ser Leu Thr 
210 215 220 

He Ser Asn Met' Glu Thr Glu Asp Ala Ala Ser Tyr Phe Cys His Gin 
225 230 235 240 

' Trp Ser Ser Tyr Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu He 
245 250 255 



Lys Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
260 265 270 



WO 2004/081048 



PCT/JP2004/003334 



7 0/7 4 

Asp Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 
275 280 285 

Ser Leu Ser Leu Thr Cys Thr Val Thr Gly Tyr Ser He Thr Ser Asp 
290 295 300 

Tyr Ala Trp Ser Trp lie Arg Gin Leu Pro Gly Asn Lys Leu Glu Trp 
305 310 315 320 

Met Gly Tyr He Thr Tyr Ser Gly Tyr Ser He Tyr Asn Pro Ser Leu 

325 330 335 

Lys Ser Arg He Ser He Ser Arg Asp Thr Ser Lys Asn Gin Leu Phe 
340 345 350 

Leu Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys 
355 360 365 

Val Gly Gly Tyr Asp Asn Met Asp Tyr Trp Gly Gin Gly Thr Ser Val 
370 375 380 

Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly 
385 390 395 400 



Gly Gly Ser Gin He Val Leu Thr Gin Ser Pro Ala He Met Ser Ala 
405 410 415 
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Ser Pro Gly Glu Lys Val Thr Leu Thr Cys Ser Ala Ser Ser Ser Val 
420 425 430 

Ser Ser Ser His Leu Tyr Trp Tyr Gin Gin Lys Pro Gly Ser Ser Pro 
435 440 445 

Lys Leu Trp He Tyr Ser Thr Ser Asn Leu Ala Ser Gly Val Pro Ala 
450 455 460 

Arg Pbe Ser Gly Ser Gly Ser Gly Thr Ser Tyr Ser Leu Thr He Ser 
465 470 475 480 

Asn Met Glu Thr Glu Asp Ala Ala Ser Tyr Phe Cys His Gin Trp Ser 
485 490 495 

Ser Tyr Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu He Lys Asp 
500 505 510 

Tyr Lys Asp Asp Asp Asp Lys 
515 



<210> 15 
<211> 82 
<212> DNA 
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<213> Artificial 
<220> 

<223> an artificially synthesized primer sequence 
<400> 15 

tagaattcca ccatgagagt gctgattcct ttgtggctgt tcacagcctt tcctggtacc 60 
ctgtctgatg tgcagctgca gg 82 

<210> 16 

<211> 82 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized primer sequence 
<400> 16 

tgggtgagaa caatttgcga tccgccacca cccgaaccac caccacccga accaccacca 60 
cctgaggaga cggtgactga gg 82 

<210> 17 
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<211> 82 
<212> DNA 
<213> Artificial 

<220> 

<223> an artificially synthesized primer sequence 
<400> 17 

cagtcaccgt ctcctcaggt ggtggtggtt cgggtggtgg tggttcgggt ggtggcggat 60 
cgcaaattgt tctcacccag tc 82 

<210> 18 

<211> 60 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized primer sequence 
<400> 18 

attgcggccg cttatcactt atcgtcgtca tccttgtagt ctttgatttc cagcttggtg 60 
<210> 19 
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<211> 25 
<212> DNA 
<213> Artificial 

<220> 

<223> an artificially synthesized primer sequence 
<400> 19 

gatgtgcagc tgcaggagtc gggac 25 

<210> 20 

<211> 81 

<212> DNA 

<213> Artificial 

<220> 

<223> an artificially synthesized primer sequence 
<400> 20 

cctgcagctg cacatccgat ccaccgcctc ccgaaccacc accacccgat ccaccacctc 60 



ctttgatttc cagcttggtg c 



81 
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